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Abstract 

The first known cases of Middle East respiratory syndrome (MERS), associated with infection by a novel coronavirus (CoV), 
occurred in 2012 in Jordan but were reported retrospectively. The case first to be publicly reported was from Jeddah, in 
the Kingdom of Saudi Arabia (KSA). Since then, MERS-CoV sequences have been found in a bat and in many dromedary 
camels (DC). MERS-CoV is enzootic in DC across the Arabian Peninsula and in parts of Africa, causing mild upper 
respiratory tract illness in its camel reservoir and sporadic, but relatively rare human infections. Precisely how virus transmits 
to humans remains unknown but close and lengthy exposure appears to be a requirement. The KSA is the focal point of 
MERS, with the majority of human cases. In humans, MERS is mostly known as a lower respiratory tract (LRTJ disease 
involving fever, cough, breathing difficulties and pneumonia that may progress to acute respiratory distress syndrome, 
multiorgan failure and death in 20 % to 40 % of those infected. Elowever, MERS-CoV has also been detected in mild and 
influenza-like illnesses and in those with no signs or symptoms. Older males most obviously suffer severe disease and 
MERS patients often have comorbidities. Compared to severe acute respiratory syndrome (SARS), another sometimes- fatal 
zoonotic coronavirus disease that has since disappeared, MERS progresses more rapidly to respiratory failure and acute 
kidney injury (it also has an affinity for growth in kidney cells under laboratory conditions), is more frequently reported in 
patients with underlying disease and is more often fatal. Most human cases of MERS have been linked to lapses in 
infection prevention and control (IPC) in healthcare settings, with approximately 20 % of all virus detections reported 
among healthcare workers (HCWs) and higher exposures in those with occupations that bring them into close contact 
with camels. Sero-surveys have found widespread evidence of past infection in adult camels and limited past exposure 
among humans. Sensitive, validated reverse transcriptase real-time polymerase chain reaction (RT-rtPCR)-based diagnostics 
have been available almost from the start of the emergence of MERS. While the basic virology of MERS-CoV has advanced 
over the past three years, understanding of the interplay between camel, environment, and human remains limited. 
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Background 

An email from Dr Ali Mohamed Zaki, an Egyptian 
virologist working at the Dr Soliman Fakeeh Hospital in 
Jeddah in the Kingdom of Saudi Arabia (KSA) an¬ 
nounced the first culture of a new coronavirus to the 
world. The email was published on the website of the 
professional emerging diseases (ProMED) network on 
20 th September 2012 [1] (Fig. 1) and described the first 
reported case, a 60 year old man from Bisha in the KSA. 
This information led to the rapid discovery of a second 
case of the virus, this time in an ill patient in the United 
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Kingdom, who had been transferred from Qatar for care 
[2]. The new virus was initially called novel coronavirus 
(nCoV) and subsequentlty entitled the Middle East 
respiratoy syndrome coronavirus (MERS-CoV). As of 
2 nd of September 2015, there have been 1,493 detections 
of viral RNA or virus-specific antibodies across 26 
countries (Additional file 1: Figure SI) confirmed by the 
World Health Organization (WHO), with over a third 
of the positive people dying (at least 527, 35 %) [3]. 

Since that first report, a slow discovery process over 
the following two to three years revealed a virus that had 
infected over 90 % of adult dromedary camels (DC; Came - 
lus dromedarius) in the KSA [4], also DCs across the Ara¬ 
bian Peninsula and parts of Africa that are a source of DC 
imports for the KSA [5]. To date, MERS-CoV has not 
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been detected in DCs tested in zoos or herds from other 
parts of the world [6-9]. Occasionally, virus is transmitted 
from infected DCs to exposed humans. Subsequent trans¬ 
mission to other humans requires relatively close and pro¬ 
longed exposure [10]. 

The first viral isolate was patented and concerns were 
raised that this would restrict access to both the virus 
and to viral diagnostics [11, 12]. However, sensitive, vali¬ 
dated reverse transcriptase real-time polymerase chain 
reaction (RT-rtPCR)-based diagnostics were quickly de¬ 
scribed and virus was made freely available subject to 
routine biosafety considerations [13]. Subsequent epi¬ 
demiology and research has identified the cell receptor 
as exopeptidase dipeptidyl peptidase 4 (DPP4; also called 
CD26); that MERS-CoV has a broad tropism, replicating 
better in some cells lines and eliciting a more proinfiam- 
matory response than SARS-CoV; is widespread in DCs; 
has the potential to infect other animals and that MERS 
kills its human host more often than SARS did (20-40 % 
versus 9 % for SARS [14]) [15-19]. 

In humans, overt disease was given the name Middle 
East respiratory syndrome, with the acronym MERS. From 
intermittent animal-to-human spill-over events, the 
MERS-CoV spreads sporadically among people, causing 
more severe disease among older adults, especially males, 
with pre-existing diseases. The spread of MERS-CoV 
among humans has often been associated with outbreaks 
in hospitals, with around 20 % of all cases to date involv¬ 
ing healthcare workers (HCWs). 

The Middle East Respiratory Syndrome (MERS) 

Although DCs appear to suffer the equivalent of a 
common cold’ from MERS-CoV infection, in humans, 
the virus can be a more serious and opportunistic patho¬ 
gen associated with the death of up to 40 % of reported 
cases. It has yet to be established whether infections 
thought to have been acquired from an animal source 
produce a more severe outcome than those spread 


between humans [20]. Studies have established that the 
mean incubation period for MERS is five to six days, 
ranging from two to 16 days, with 13 to 14 days between 
when illness begins in one person and subsequently 
spreads to another [21-24]. Among those with progres¬ 
sive illness, the median time to death is 11 to 13 days, 
ranging from five to 27 days [23, 24]. Fever and gastro¬ 
intestinal symptoms may form a prodrome, after which 
symptoms decline, only to be followed by a more severe 
systemic and respiratory syndrome [25, 26]. 

The definition of a case 

The first WHO case definition [27] defined probable 
cases of MERS based on the presence of febrile illness, 
cough and requirement for hospitalization with suspi¬ 
cion of lower respiratory tract (LRT) involvement. It also 
included roles for contact with a probable or confirmed 
case or for travel or residence within the Arabian Penin¬ 
sula. If strictly adhered to, only the severe syndrome 
would be subject to laboratory testing, which was the 
paradigm early on [21]. From July 2013, the revised 
WHO case definition included the importance of seek¬ 
ing out and understanding the role of asymptomatic 
cases and from June 2014, the WHO definition more 
clearly stated that a confirmed case included any person 
whose sample was RT-PCR positive for MERS-CoV, or 
who produced a seroconversion, irrespective of clinical 
signs and symptoms. [28-30] Apart from the WHO and 
the KSA Ministry of Health reports, asymptomatic or 
subclinical cases of MERS-CoV infection were docu¬ 
mented in the scientific literature although not always as 
often as occurred early on [31, 32]. The KSA definition 
of a case became more strict on 13 th May 2014, relying 
on the presence of both clinical features and laboratory 
confirmation [33]. Testing of asymptomatic people was 
recommended against from December 2014 [34], rein¬ 
forced by a case definition released by the KSA Ministry 
of Health in June 2015 [35]. 
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The KSA has been the source of 79 % of human cases. 
Severe MERS is notable for its impact among older men 
with comorbid diseases including diabetes mellitus, cir¬ 
rhosis and various lung, renal and cardiac conditions 
[36-38]. Interestingly in June 2015, an outbreak in South 
Korea followed a similar distribution [39, 40]. Among 
laboratory confirmed cases, fever, cough and upper 
respiratory tract (URT) signs and symptoms usually 
occur first, followed within a week by progressive LRT 
distress and lymphopaenia [37]. Patients often present to 
a hospital with pneumonia, or worse, and secondary bac¬ 
terial infections have been reported [37, 41]. Disease can 
progress to acute respiratory distress syndrome and mul¬ 
tiorgan system failure [37]. MERS has reportedly killed 
approximately 35 % of all reported cases, 42 % of cases 
in the KSA, yet only 19 % of cases in South Korea, 
where mortality ranged from 7 % among younger age 
groups to 40 % among those aged 60 years and above [42]; 
all may be inflated values with asymptomatic or mild in¬ 
fections sometimes not sought or not reported [34]. Gen¬ 
eral supportive care is key to managing severe cases [43]. 
Children under the age of 14 years are rarely reported to 
be positive for MERS-CoV, comprising only 1.1 % (n = 16) 
of total reported cases. Between 1 st September 2012 and 

j 

2 December 2013, a study described the then tally of 
paediatric cases in the KSA, which stood at 11 (two to 


16 years of age; median 13 years); nine were asymptomatic 
(72 %) and one infant died [44]. In Amman, Jordan, 1,005 
samples from hospitalized children under the age of two 
years with fever and/or respiratory signs and symptoms 
were tested but none were positive for MERS-CoV RNA, 
despite being collected at a similar time to the first known 
outbreak of MERS-CoV in the neighbouring town of 
Al-Zarqa [45]. A second trimester stillbirth occurred 
in a pregnant woman during an acute respiratory illness 
and while not RT-rtPCR positive, the mother did subse¬ 
quently develop antibodies to MERS-CoV, suggestive of 
recent infection [46]. Her exposure history to a MERS- 
CoV RT-rtPCR positive relative and an antibody-reactive 
husband, her incubation period and her symptom history 
met the WHO criteria for being a probable MERS-CoV 
case [46]. 

Laboratory testing to confirm past or present 
MERS-CoV infection 

Diagnostic methods were published within days of the 
ProMED email announcing the first MERS case [47], 
including several now gold standard in-house RT-rtPCR 
assays (Fig. 2) as well as virus culture in Vero and LLC- 
MI<2 cells [18, 47, 48]. A colorectal adenocarcinoma 
(Caco-2) epithelial cell line has since been recommended 
for isolation of infections MERS-CoV [49]. We previously 
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Fig. 2 Schematic of MERS-CoV genome drawn to scale (EMC/2012; JX869059 [18].). Open reading frames are indicated as yellow rectangles bracketed 
by terminal untranslated regions (UTR; grey rectangles). FS-frame-shift. Predicted regions encompassing recombination break-points are indicated by 
orange pills. Created using Geneious v8.1 [211] and annotated using Adobe Illustrator. Beneath this is a schematic depicting the location of RT-PCR 
primers (blue arrows indicate direction) and oligoprobes (green rectangles) used in the earliest RT-rtPCR screening assays and conventional, semi-nested 
(three primers) RT-PCR confirmatory sequencing assays [47, 48]. Publication order is noted by first [27 th September 2012; red] and second 
[6 th December 2012; orange] coloured rectangles; both from Corman et al. [47, 48] Those assays recommended by the WHO are highlighted underneath 
by yellow dots [53]. The NSeq reverse primer has consistently contained one sequence mismatch with some MERS-CoV variants. An altered version of 
that from Mackay IM, Arden KE. Middle East respiratory syndrome: An emerging coronavirus infection tracked by the crowd. Virus Res 2015 Vol 202:60-88 
with permission from Elsevier [5] 
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reviewed the broad tropism of MERS-CoV [5]. However, 
as is well described, cell culture is a slow, specialised and 
insensitive method [50] while PCR-based techniques are 
the preferred method for MERS-CoV detection. 

Molecular detection of MERS-CoV RNA in real time 

The first open reading frames (ORF la and lb; Fig. 2) 
have become a key diagnostic and taxonomic target for 
CoV species identification. With less than 80 % identity 
between the amino acid sequence of MERS ORF lab 
and betacoronavirus relatives, Tylonycteris bat HKU4 
and Pipistrellus bat HKU5, it can be concluded that it is 
a novel and distinct virus. MERS-CoV is predicted to en¬ 
code ten open reading frames with 5' and 3’ untranslated 
regions [51]. The structural proteins include the spike 
(S), envelope (E), membrane (M) and nucleocapsid (N) 
[52]. The products of ORFla and ORFlb are predicted 
to encode nonstructural proteins. 

The majority of specimen testing to date has employed 
validated RT-rtPCR assays shown to be sensitive and 
specific [47, 48, 53]. The RealStar® kit uses these WHO- 
recommended assays [54]. The target sequences of these 
screening assays have not changed among genomes ex¬ 
amined until at least mid-2015 (IMM observation). 
Other RT-rtPCR assays have been developed and vali¬ 
dated for use as laboratory-based diagnostic tools [55- 
57]. Additionally, loop-mediated [58, 59] or recombin- 
ase polymerase [60] isothermal assays have been de¬ 
signed for field deployment. 

MERS-CoV antigen detection 

The detection of MERS-CoV antigen has not been com¬ 
mon to date but the combination of short turnaround 
time from test to result, high throughput and identifica¬ 
tion of viral proteins makes this an attractive option. De¬ 
tection of viral proteins rather than viral RNA indicates 
the likely presence of infectious virus. The first rapid 
immunochromatographic tool described could detect re¬ 
combinant MERS-CoV nucleocapsid protein from DC 
nasal swabs with 94 % sensitivity and 100 % specificity 
compared to RT-rtPCR [61]. A different approach used a 
monoclonal antibody-based capture ELISA targeting the 
MERS-CoV nucleocapsid protein with a sensitivity of 
10 3 TCID 50 and 100 % specificity [62]. 

Assays to identify a humoral response to prior MERS-CoV 
infection among humans 

Demonstration of a seroconversion to a MERS-CoV infec¬ 
tion meets the current WHO definition of a case so opti¬ 
mized and thoroughly validated sero-assays employed 
alongside good clinical histories are useful to both identify 
prior MERS-CoV infection and help support transmission 
studies. Because serology testing is, by its nature, retro¬ 
spective, it is usual to detect a viral footprint, in the form 


of antibodies, in the absence of any signs or symptoms of 
disease and often in the absence of any viral RNA [63]. 

Strategic, widespread sero-surveys of humans using 
samples collected after 2012 are infrequent. Much of the 
Arabian Peninsula and all of the Horn of Africa lack 
baseline data describing the proportion of the commu¬ 
nity who may have been infected by a MERS-CoV. 
However, sero-surveys have had widespread use in eluci¬ 
dating the role of DCs as a transmission source for 
MERS-CoV. Because of the identity shared between DC 
and human MERS-CoV (see Molecular epidemiology: 
using genomes to understand outbreaks), serological 
assays for DC sero-surveys should be transferrable to 
human screening with minimal re-configuration. Also, 
no diagnostically relevant variation in neutralization 
activity have been found from among a range of circulat¬ 
ing tested MERS-CoV isolates and sera, so whole virus 
or specific protein-based sero-assays should perform 
equivalently in detecting serological responses to the sin¬ 
gle MERS-CoV serotype [49]. The development of ro¬ 
bust serological assays requires reliable panels of well- 
characterized animal or human sera, including those posi¬ 
tive for antibodies specific to MERS-CoV, as well as to 
likely sources of cross-reaction [64]. Obtaining these 
materials was problematic and slowed the development 
and commercialization of antibody detection assays for 
human testing [64]. A number of commercial ELISA kits, 
immunofluorescent assays (IFA) kits, recombinant pro¬ 
teins and monoclonal antibodies have been released [31, 
65-68]. Initially, conventional IFAs were used for human 
sero-surveys. These relied on MERS-CoV-infected cell 
culture as an antigen source, detecting the presence of hu¬ 
man anti-MERS-CoV IgG, IgM or neutralizing antibodies 
in human samples [18, 48, 69]. No sign of MERS-CoV 
antibodies was found among 2,400 sera from patients vis¬ 
iting Hospital in Jeddah, from 2010 through 2012, prior to 
the description of MERS-CoV [18]. Nor did IFA methods 
detect any sign of prior MERS-CoV infection among a 
small sample of 130 healthy blood donors from another 
Hospital in Jeddah (collected between Jan and Dec 2012) 
[70]. Of 226 slaughterhouse workers, only eight (3.5 %) 
were positive by IFA, and those sera could not be con¬ 
firmed by virus neutralization (NT) test. The study indi¬ 
cated that HCoV-HKUl was a likely source of cross¬ 
reactive antigen in the whole virus IFA [70]. Whole virus 
MERS-CoV IFA also suffered from some cross-reactivity 
with convalescent SARS patient sera and this could not be 
resolved by an NT test which was also cross-reactive [71]. 
IFA using recombinant proteins instead of whole-virus 
IFA, has been shown to be a more specific tool [31]. Since 
asymptomatic zoonoses have been posited [72], an ab¬ 
sence of antibodies to MERS-CoV among some humans 
who have regular and close contact with camels may re¬ 
flect the rarity of actively infected animals at butcheries, a 
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limited transmission risk associated with slaughtering DCs 
[70], a pre-existing cross-protective immune status or 
some other factor(s) resulting in a low risk of disease and 
concurrent seroconversion developing after exposure in 
this group. IFA using recombinant proteins instead. 

Some sero-assays have bypassed the risks of working 
with infectious virus by creating transfected cells express¬ 
ing recombinant portions of the MERS-CoV nucleocapsid 
and spike proteins [48, 73], or using a recombinant lenti- 
virus expressing MERS-CoV spike protein and luciferase 
[74, 75]. A pseudo particle neutralization (ppNT) assay 
has seen widespread used in animal studies and was at 
least as sensitive as the traditional microneutralization 
(MNT) test. [10, 74, 76-78] Studies using small sample 
numbers and ppNT found no evidence of MERS-CoV 
neutralizing antibody in sera from 158 children with LRT 
infections between May 2010 and May 2011, 110 sera 
from 19 to 52 year old male blood donors and 300 self- 
identified animal workers from the Jazan Region of the 
KSA during 2012 [79, 80]. Similarly, a study of four herds¬ 
men in contact with an infected DC herd in Al-Ahsa, 
eight people who had intermittent contact with the herd, 
30 veterinary surgeons and support staff who were not ex¬ 
posed to the herd, three unprotected abattoir workers in 
Al-Ahsa and 146 controls who were not exposed to DCs 
in any professional role, found none with serological evi¬ 
dence of past MERS-CoV infection using the ppNT assay 
[10]. A delay in the neutralizing antibody response to 
MERS-CoV infection was associated with increased dis¬ 
ease severity in South Korea cases with most responses 
detectable by week three of illness while others, even 
though disease was severe, did not respond for four or 
more weeks [81]. The implications for our ability to detect 
any response in mild or asymptomatic cases was not ex¬ 
plored but may be a signifcant factor in understanding ex¬ 
posure in the wider community. 

A Jordanian outbreak of acute LRT disease in a 
hospital in 2012 was retrospectively found to be associ¬ 
ated with MERS-CoV infection, initially using RT- 
rtPCR, but subsequently, and on a larger scale, through 
positivity by ELISA and IFA or MNT test. [46, 82, 83] 
This outbreak predated the first case of MERS in the 
KSA. The ELISA used a recombinant nucleocapsid pro¬ 
tein from the group 2 betacoronavirus bat-CoV HKU5 
to identify antibodies against the equivalent cross¬ 
reactive MERS-CoV protein [71]. It was validated using 
545 sera collected from people with prior HCoV-OC43, 
HCoV-229E, SARS-CoV, HCoV-NL63, HRV, HMPV or 
influenza A(H1N1) infections but was reportedly less 
specific than the recombinant IFA discussed above. It 
was still considered an applicable tool for screening large 
sample numbers [82]. A protein microarray expressing 
the SI protein subunit has also been validated and 
widely used for DC testing [5, 84]. Detection of MERS- 


CoV infection using ELISA or SI subunit protein micro¬ 
array [84] is usually followed by confirmatory IFA and/ 
or a plaque-reduction neutralization (PRNT) [69, 70, 85] 
or MNT test. [74, 85, 86] This confirmatory process 
aims toensure the antibodies detected are able to specif¬ 
ically neutralize the intended virus and are not more 
broadly reactive to other coronaviruses found in DCs 
(bovine CoV, BCoV) or humans (HCoV-OC43, HCoV- 
229E, HCoV-NL63, HCoV-HKUl, SARS-CoV). In the lar¬ 
gest study of human sera, a tiered diagnostic process 
assigned both recombinant IFA and recombinant ELISA 
positive sera to stage T seropositivity. A stage 2 seroposi¬ 
tive result additionally required a suitably titred PRNT re¬ 
sult [87]. The study found 15 sera collected in 2012 to 
2013 from 10,009 (0.2 %) people in 13 KSA provinces con¬ 
tained MERS-CoV antibodies, but significantly higher pro¬ 
portions in occurred in camel shepherds (two of 87; 2.3 %) 
and slaughterhouse workers (five of 140; 3.6 %) [87]. Con¬ 
temporary surveys are needed. 

MERS-CoV does not appear to be easily transmitted 
from DCs to humans, or perhaps it is [72], but generally 
does not trigger a detectable immune response if only 
mild disease or asymptomatic infection results. Serology 
assays are in need of further validation in this area so 
care is required when moving newly developed diagnos¬ 
tic serology algorithms from a research setting to one 
that informs public health decisions. This was reinforced 
when a false positive US case, purported to have been 
infected after a handshake and two face-to-face meet¬ 
ings, did not withstand further confirmatory analysis 
using a more specific, NT assay and was subsequently 
retracted [88, 89]. 

Specimen types for RT-PCR and length of viral shedding 

The WHO recommends sampling from the LRT for 
MERS-CoV RT-rtPCR testing, especially when sample 
collection is delayed by a week or more after onset of 
symptoms. [53] LRT samples are also best for attempting 
isolation of infectious virus, although the success of 
culture is reduced when disease persists [49]. Recom¬ 
mended sample types include bronchoalveolar lavage 
(BAL), tracheal/tracheobronchial aspirate, pleural fluid 
and sputum [53, 90]. Fresh samples yield better diagnos¬ 
tic results than refrigerated material [69] and if delays in 
testing of >72 h are likely, samples (except for blood) 
should be frozen at -70 °C [90]. If available, lung biopsy 
or autopsy tissues can also be tested [53]. The URT is a 
less invasive and more convenient sampling site how¬ 
ever, and an oropharyngeal and throat swab or a naso¬ 
pharyngeal aspirate/wash are recommended when URT 
sampling is to be conducted [90]. Paired sera, collected 
two to three weeks apart are preferable for serological 
testing while a single sample is suggested to be sufficient 
if collected two weeks after onset of disease or a single 
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serum collected during the first 10-12 days if conduct¬ 
ing RT-rtPCR [53, 90]. Human urine and stool have 
been found to contain MERS-CoV RNA 12 to 26 days 
after symptom onset [25, 69, 91] and are listed as sam¬ 
ples that should be considered [53, 90]. In two cases that 
arrived in the Netherlands, urine was RT-rtPCR negative 
but faeces was weakly positive and sera were RT-rtPCR 
positive for five days or more [25]. The finding of 
MERS-CoV viral RNA in serum provides an avenue for 
retrospective PCR-based studies if respiratory samples 
are unavailable [83]. RNAaemia may also correlate with 
disease severity; signs of virus were cleared from the 
serum of a recovered patient, yet lingered until the death 
of another [92]. 

Clinically suspected MERS cases may return negative 
results by RT-rtPCR. Data have shown one or more 
negative URT samples may be contradicted by further 
URT sampling or the use of LRT samples, which is pre¬ 
ferred [2, 43, 93]. Higher viral loads occur in the LRT 
compared to the URT. [22, 69, 88, 94] This fits with the 
observation that the majority of disease symptoms are 
reported to manifest as systemic and LRT disease [21]. 
However, on occasion, even LRT specimens from MERS 
cases may initially be negative, only to later become 
positive by RT-PCR [95]. This may be due to poor sam¬ 
pling when a cough is absent or non-productive or be¬ 
cause the viral load is low [95]. Despite this both the 
largest human MERS-CoV studies [32, 96-98] and 
smaller ones [22, 25, 99], use samples from the URT. It 
is then noteworthy that one study reported an associ¬ 
ation between higher loads in the URT and worse clin¬ 
ical outcome including intensive care and death [94]. At 
writing, no human data exist to define whether the virus 
replicates solely or preferentially in the LRT or URT, or 
replicates in other human tissues in vivo although 
MERS-CoV RNA has been detected from both the URT 
and LRT in a macaque monkey model [100].The distri¬ 
bution of DPP4 in the human upper airways is also not 
well described. 

Individual human case studies report long periods 
of viral shedding, sometimes intermittently and not 
necessarily linked to the presence of disease symp¬ 
toms. [25, 69, 99, 101] In one instance, a HCW shed 
viral RNA for 42 days in the absence of disease [99]. 
It is an area of high priority to better understand 
whether such cases are able to infect others. Over 
three quarters of MERS cases shed viral RNA in their 
LRT specimens (tracheal aspirates and sputum) for at 
least 30 days, while only 30 % of contacts were still 
shedding RNA in their URT specimens [91, 102]. 

In the only study to examine the effect of sample type 
on molecular analysis, 64 nasopharyngeal aspirates 
(NPA; an URT sample), 30 tracheal aspirates, 13 sputa 
and three BAL were examined. The tracheal aspirates 


and BAL returned the highest viral load values followed 
by NPA and sputum. Unsurprisingly, higher viral loads 
generally paralleled whole genome sequencing and cul¬ 
ture success and, in NPA testing, were significantly cor¬ 
related with severe disease and death [49, 94, 103]. This 
study demonstrated the importance of LRT sampling 
for whole genome sequencing. 

MERS-CoV and concurrent infections 

When tested, samples positive for MERS-CoV are often 
negative for other pathogens [2, 25, 93, 104]. However, 
many studies make no mention of additional testing for 
endemic human respiratory viruses [21, 23, 73, 105]. 
When viruses are sought, they have included human 
herpesvirus (HHV), rhinoviruses (HRV), enteroviruses 
(EV), respiratory syncytial virus (RSV), parainfluenzavirus 
types 1, 2 and 3 (PIVs),influenzaviruses (IFVs), endemic 
HCoVs, adenoviruses (AdVs) metapneumovirus (MPV) 
and influenza A\H1N1 virus; co-detections with MERS- 
CoV have been found on occasion [2, 22, 37, 69, 97]. 
Bacterial testing is sometimes included (for example, for 
Legionella and Pneumococcus ) but the impact of bacterial 
co-presence is also unclear [22, 104-106]. Further testing 
of the LRT sample from the first MERS case used IFA to 
screen for some viruses (negative for IFV, PIVs, RSV and 
AdVs) and RT-PCR for others (negative for AdV, EVs, 
MPV and HHVs) [18]. RT-PCR also detected MERS-CoV. 
The WHO strongly recommends testing for other respira¬ 
tory pathogens [53] but with this recommendation often 
discounted, there are limited data to address the 
occurrence and impact of co-infections or alternative viral 
diagnoses among both MERS cases and their contacts. Lit¬ 
tle is known of other causes of MERS-like pneumonia in 
the KSA or of the general burden of disease due to the 
known classical respiratory viruses. 

Mass MERS-CoV screening studies 

Testing of adult pilgrims performing the Hajj in 2012 to 
2014 has not detected any MERS-CoV. In 2012, nasal 
swabs from 154 pilgrims collected prior to leaving for or 
departing from the KSA were tested [47]. In 2013, 
testing was significantly scaled up with 5,235 nasopha¬ 
ryngeal swabs from 3,210 incoming pilgrims and 2,025 
swabs from outgoing pilgrims tested [98]. It should be 
noted that most pilgrims arrived from MERS-free coun¬ 
tries. A further 114 swabs were taken from pilgrims with 
influenza-like illness [96, 107]. In earlier Hajj gatherings, 
it was found that influenza viruses circulated widely, 
whilst other viruses, often rhinoviruses, circulated more 
selectively, interpreted as indicating their importation 
along with foreign pilgrims. [107-109] Over time, in¬ 
creased influenza vaccination has been credited for a fall 
in the prevalence of influenza like illnesses among Hajj 
pilgrims. [110] A LRT sample is often not collected for 
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C \ 

(See figure on previous page.) 

Fig. 3 Monthly detections of MERS-CoV (blue bars) and of cases who died (red bars) with some dates of interest marked for 2012 to 4 th September 2015. 

An approximation of when DC calving season [128] and when recently born DCs are weaned is indicated. Spring {green) and summer ( orange) in the 
Arabian Peninsula are also shaded. Note the left-hand y-axis scale for 2014 and 2015 which is greater than for 2012/13. Sources of these public data include 
the WHO, Ministries of Health and FluTrackers [207-209]. Earlier and subsequent versions of this chart are maintained on a personal blog [210]. Modified 
and reprinted from Mackay IM, Arden KE. Middle East respiratory syndrome: An emerging coronavirus infection tracked by the crowd. Virus Res 2015 Vol 
202:60-88 with permission from Elsevier [5] 

\_ J 


these studies [98, 107, 109], so false negative findings 
are a possibility although little is known about the 
initial site of MERS-CoV infection and replication; it 
may have been assumed it was the LRT because disease 
was first noticed there but the URT may be the site of the 
earliest replication. 

In Jeddah between March and July 2014 (hereafter 
called the Jeddah-2014 outbreak; Fig. 3), there was a 
rapid increase in MERS cases, accompanied by intense 
screening; approximately 5,000 samples from in and 
around the region were tested in a month yielding around 
140 MERS-CoV detections (~3 % prevalence) [111]. 
Among 5,065 individuals sampled and tested across the 
KSA between October 2012 and September 2013,108 
(2.1 %) detections were made in a hospital-centric popula¬ 
tion which included hospitalized cases (n = 2,908; 57.4 %), 
their families (n = 462; 9.1 %) and associated HCWs 
(n = 1,695; 33.5 %) [32]. Among the detections, 19 
(17.8 %) were HCWs and 10 (9.3 %) were family 
contacts [32]. 

The 2-3 % prevalence of active MERS-CoV infections 
is not dissimilar to the hospital-based prevalence of 
other human Co Vs. [112] However, the proportion of 
deaths among those infected with MERS-CoV is much 
higher than that known for the HCoVs NL63, HKU1, 
229E or OC43 in other countries, and even above that 
for SARS-CoV; it is not a virus that could reasonably be 
described as a 'storm in a teacup”. It is the low transmis¬ 
sion rate that has prevented worldwide spread, despite 
many "opportunities”. 

Sporadic spill-over and facilitated outbreaks 

Very early in the MERS outbreak, some animals were 
highly regarded as either the reservoir or intermediate 
host(s) of MERS-CoV with three of the first five cases 
having contact with DCs [73, 113, 114]. Today, animal 
MERS-CoV infections must be reported to the world 
organization for animal health as an emerging disease 
[115]. A summary of the first MERS cases reported by 
the WHO defined animal contact with humans as being 
direct and within 10 days prior to symptom onset [20]. 
This definition made no specific allowance for acquisi¬ 
tion from DCs through a droplet-based route, which is 
very likely route for acquisition of a virus that initially 
and predominantly causes respiratory disease [23]. 
Camels are known to produce high levels of MERS-CoV 


RNA in their URT and lungs [116]. Providing support 
for a droplet transmission route and perhaps indicating 
the presence of RNA in smaller, drier droplet nuclei, 
MERS-CoV RNA was identified in a high volume air 
sample collected from a barn housing an infected DC 
[117]. The precise source from which humans acquire 
MERS-CoV remains poorly studied but it seems likely 
that animal and human behavioural factors may play 
roles (Fig. 3) [118]. These factors may prove important 
for human cases who do not describe any DC contact 
[119] nor any contact with a confirmed case. Whether 
the WHO definition of animal contact is sufficient to 
identify exposure to this respiratory virus remains un¬ 
clear. Wording focuses on consumption of DC products 
but does not specifically ascribe risk to a droplet route 
for acquisition of MERS-CoV from DC [120]. Some 
MERS patients are listed in WHO disease notices as be¬ 
ing in proximity to DCs or farms, but the individuals 
have not described coming into contact with the ani¬ 
mals. No alternative path for acquiring infection is re¬ 
ported in many of these instances. What constitutes a 
definition of "contact” during these interviews has been 
defined for one study [72]. Despite this lack of clarity, 
the WHO consider that evidence linking MERS-CoV 
transmission between DCs to humans is irrefutable 
(Fig. 4) [120]. 

The possibility that bats were an animal host of 
MERS-CoV was initially widely discussed because of the 
existing diversity of coronaviruses known to reside 
among them [121-124]. Conclusive evidence supporting 
bats as a source for human infections by MERS-CoV has 
yet to be found, but bats do appear to host ancestral 
representatives [53, 125]. However, these are not variants 
of the same virus nor always within the same phylogen¬ 
etic lineage as MERS-CoV; they are each a genetically 
distinct virus. Bat-to-human infection by MERS-CoV is 
a purely speculative event. The only piece of MERS- 
CoV-specific evidence pointing to bats originates from 
amplification of a 190 nt fragment of the RNA- 
dependent RNA polymerase gene of the MERS-CoV 
genome, identified in a faecal pellet from an insectivor¬ 
ous Emballonuridae bat, Taphozous perforatus found in 
Bisha, the KSA [121]. While very short, the sequence of 
the fragment defined it as a diagnostic discovery. Subse¬ 
quently a link to DCs was reported [85] and that link 
has matured into a verified association [38, 126] (Fig. 4). 
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Fig. 4 A speculative series of how humans and DCs contribute to the global tally of MERS cases, a. Risks for acquiring MERS-CoV from a DC. This 
illustration highlights risks that may originate from a droplet transmission component (be they larger, heavier wet droplets or the drier, airborne 
gel-like droplet nuclei) or a direct contact component (within the green circle). No routes of MERS-CoV acquisition to or between humans have 
been proven to date. Modified and reprinted from Mackay IM, Arden KE. Middle East respiratory syndrome: An emerging coronavirus infection 
tracked by the crowd. Virus Res 2015 Vol 202:60-88 with permission from Elsevier [5]. b Camel-to-human infections appear to be infrequent, while 
human-to-human spread of infection is regularly facilitated by poor IPC in healthcare settings where transmission is amplified, accounting 
for the bulk of cases. There are human MERS cases that do not fall into either category of source and it is unclear if these acquired 
infection through some entirely separate route, or from cases that escaped diagnosis, c Hypothetical ways in which subclinical (when 
infection may not meet a previously defined clinical threshold of signs and/or symptoms) or asymptomatic (no obvious signs or 
measured, noticed or recalled symptoms of illness) MERS-CoV infection may be implicated in transmission 


DCs, which make up 95 % of all camels, have a central 
presence in the Arabian Peninsula where human-DC 
contact ranges from little to close [119]. Contact may be 
commonplace and could occur in variety of ways 
(Fig. 4a). There are several large well-attended festivals, 
races, sales and parades which feature DCs and DCs are 
also kept and bred close to populated areas in the KSA 
[127, 128]. DC milk and meat are widely consumed and 
the older DC is an animal of ritual significance after the 
Hajj pilgrimage [129]. However, MERS-CoV infection 
frequency is reportedly much lower than is the widespread 
and frequent habit of eating, drinking and preparing DC 
products. Daily ingestion of fresh unpasteurized DC milk 
is common among the desert Bedouin and many others in 


the KSA. DC urine is also consumed or used for supposed 
health benefits. Despite camel butchery being a local 
occupation, neither butchers nor other at-risk groups are 
identifiable among MERS cases; this may simply be a 
reporting issue rather than an unexplainable absence of 
MERS. A small case-control study published in 2015 
identified direct DC contact, and not ingestion of prod¬ 
ucts, to be associated with onset of MERS [38]. 

The first sero-survey of livestock living in the Middle 
East region was conducted during 2012-2013 [85]. DCs 
were sampled from a mostly Canary Island-born herd 
and from Omani DCs (originally imported from the 
Horn of Africa) [85]. A neutralising antibody assay 
found only 10 % of strongly seropositive Canary Island 
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DC sera could neutralise MERS-CoV while all Omani 
DC sera had high levels of specific MERS-CoV neutral¬ 
izing antibody [85]. This indicated that DCs had in the 
past been infected by MERS-CoV, or a very similar virus. 

Since this study, a host of peer-reviewed reports have 
looked at both DCs and other animals, and the possibil¬ 
ity that they may host MERS-CoV infection. Seropositive 
DCs have been found throughout the Arabian Peninsula 
including Oman, the KSA, Qatar, Jordan, the United 
Arab Emirates (UAE), Kuwait as well as Sudan, Somalia, 
Egypt, Tunisia, Nigeria, Kenya and Ethiopia in Africa 
and the Canary Islands [85, 130-134]. Other animals 
tested include sheep, cows, pigs, horses, donkeys, mules, 
birds, water buffalo, goats, Bactrian camels, llamas and 
guanaco (south American camelids) but none had 
detectable neutralising antibody against MERS-CoV 
[4, 74, 78, 85, 86, 135, 136]. No virology or serology 
studies of human samples from areas in Africa where 
there are camels with a history of MERS-CoV have 
been reported to date. However,an absence of unex¬ 
plained pneumonia that may be attributable to MERS- 
CoV infection may not signal the absence of virus 
among humans in each country but simply reflect a 
lack of expensive epidemiology studies conducted by 
resource-poor countries. It is thus unclear whether 
MERS-CoV, or an antigenically related CoV, is an 
unrecognized pathogen in these regions, perhaps 
circulating for even longer than it has been known in 
the Arabian Peninsula [133]. 

MERS-CoV RNA has also been detected in DC 
samples, and recovery of infectious virus has also been 
achieved from DC samples [4, 77, 117, 132, 137-141]. 
From some of these, full or majority length genomes of 
MERS-CoV have been sequenced [77, 137, 138]. DC ver¬ 
sions of MERS-CoV were found to be as similar to each 
other, as were variants detected from different humans 
over time and across distance. 

Antibody screening assays have also detected cross¬ 
reactive antibodies in sera. These were identified as such 
by screening sera against similar viruses, for example 
BCoV or HCoV-OC43 (as an antigenic facsimile for 
BCoV). It is possible that other MERS-CoV-like viruses 
also reside within DCs, but this does not detract from 
the definitive finding of MERS-CoV genetic sequences in 
both DCs and humans [117, 142, 143]. 

Screening studies have shown that juvenile DCs are 
more often positive for virus or viral RNA while older 
DCs are more likely to be seropositive and RNA or virus 
negative [76, 77, 144]. In adult DCs, MERS-CoV RNA has 
been detected among animals with pre-existing antibody, 
suggesting re-infection is possible [77, 144]. Viral loads 
among positive DCs can be very high [4, 76, 77, 139, 144] 
and DCs have been found positive both when ill with 
URT respiratory signs [77, 117, 142, 145] or when 


apparently healthy [137]. These findings indicate DCs host 
natural MERS-CoV infections. Furthermore, stored DC 
sera have revealed signs of MERS-CoV in DCs which date 
back over three decades (the earliest collected in 1983) 
[4, 133, 135]. Older sera have not been tested and so 
precisely how long DCs have been afflicted by MERS- 
CoV, whether the virus is enzootic among them, intro¬ 
duced to them decades or centuries ago from bats in Af¬ 
rica or the Arabian Peninsula, or they are the subject of 
regular but short-lived viral incursions from an as yet un¬ 
known host, cannot be answered. 

Researchers sought to determine a direction for infec¬ 
tion; were DCs transmitting virus to humans or were 
humans infecting DCs? At a Qatari site, a farm owner 
and his employee became ill in mid-October 2013 and 
tested positive for MERS-CoV RNA in a sputum and 
throat swab sample, respectively. RT-rtPCRs found 
MERS-CoV RNA in 11 of 14 positive DC nasal swabs at 
the farm; six (43 %) positive by two or more assays 
[138]. The results indicated a recent outbreak had 
occurred in this herd; the first indication of MERS-CoV 
RNA found within DCs with a temporal association to 
human infections. Three positive DC samples were 
confirmed by sequencing a 358 nt portion of the spike 
gene; these sequences were identical to each other, again 
with close homology to other human and DC MERS- 
CoV sequences [138]. The DCs and human contacts 
yielded ORFla and ORF4b sequences differing by only a 
single nucleotide each, clustering closely with the Hafr- 
Al-Batin_l_2013 variant [138]. Subsequent case studies 
found evidence of a concurrent human and DC infection 
and the direction of that infection was inferred to be from 
the ill DCs and to their human owners [117, 142, 146]. 
Partial genome sequences indicated that a human and a 
MERS-CoV RT-rtPCR positive DC had been infected by a 
variant of the same virus, harbouring the same distinct 
pattern of nucleotide polymorphisms. [142] All nine DC 
in the owner s herd, serially sampled, reacted in a recom¬ 
binant SI antigen ELISA, with the two animals that had 
been RT-rtPCR positive showing a small, verifiable rise in 
antibody titre [142]. A rise in titre theoretically begins 10 
to 21 days after DC infection [142]. The authors suggested 
that the rise in titre in DC sera which occurred alongside 
a declining RNA load, while the patient was actively ill 
and hospitalized, indicated that the DCs were infected first 
followed by the owner [117, 142], BCoV antibodies were 
also present, and rising in one of the two RT-rtPCR posi¬ 
tive animals but no animals antibodies could neutralise 
BCoV infection [142], 

Camel calving season occurs in the winter months 
(between late October and late February; Fig. 3) and this 
may be a time when there is increased risk to humans of 
spill-over due to new infections among naive DC popu¬ 
lations [128]. What role maternal camel antibody might 
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play in delaying infection of calves remains unknown 
[128, 142]. Juvenile DCs appear to host active infection 
more often than adult DCs and thus the sacrificial 
slaughter of DCs, which must be five years of age or older 
(termed a thane), may not be accompanied by significant 
risk of exposure to infection. In contrast to earlier results, 
slaughterhouse workers who kill both younger and older 
DCs, may be an occupational group with significantly 
higher incidence of seropositivity to MERS-CoV when an¬ 
imals have active MERS-CoV infections [129, 139, 147- 
149]. Expanded virological investigations of African DCs 
may lead to more seropositive animals and geographic 
areas in which humans may be at risk. It is possible that 
there are areas where humans already harbour MERS- 
CoV infections that have not been identified because of an 
absence of laboratory surveillance. Virological investiga¬ 
tions of bats may lead to findings of ancestral viruses and 
viral 'missing links' and identifying any other animal 
sources of zoonotic spread is important to inform options 
for reducing human exposures [56, 76]. 

Virus survival in the environment 

Infectious MERS-CoV added to DC, goat or cow milk and 
stored at 4 °C could be recovered at least 72 h later and, if 
stored at 22 °C, recovery was possible for up to 48 h [150]. 
MERS-CoV titre decreased somewhat when recovered 
from milk at 22 °C but pasteurization completely ablated 
MERS-CoV infectivity [150]. In a subsequent study, 
MERS-CoV RNA was identified in the milk, nasal secre¬ 
tion and faeces of DCs from Qatar [151]. 

A single study has examined the ability of MERS-CoV 
to survive in the environment [150]. Plastic or steel 
surfaces were inoculated with 10 6 TCID 50 of MERS-CoV 
at different temperature and relative humidity (RH) and 
virus recovery was attempted in cell culture. At high 
ambient temperature (30 °C) and low RH (30 %) MERS- 
CoV remained viable for 24 h [150]. By comparison, a 
well known and efficently transmitted respiratory virus, 
influenza A virus, could not be recovered in culture 
beyond four hours under any conditions [150]. Aerosol 
experiments found MERS-CoV viability only decreased 
7 % at low RH at 20 °C. In comparison, influenza A virus 
decreased by 95 % [150]. MERS-CoV survival is inferior 
to that previously demonstrated for SARS-CoV [152]. 
For context, pathogenic bacteria can remain viable and 
airborne for 45 min in a coughed aerosol and can spread 
4 m. MERS-CoVs ability to remain viable over long time 
periods gives it the capacity to thoroughly contaminate a 
rooms surfaces when occupied by an infected and symp¬ 
tomatic patient [153]. Whether MERS-CoV can remain 
adrift and infectious for extended periods (truly airborne) 
remains unknown. Such findings expand our understand¬ 
ing of the possibilities for droplets to transmit respiratory 


viruses in many settings, including hospital waiting rooms, 
emergency departments, treatment rooms, open intensive 
care facilities and private patient rooms. The nature and 
quality of air exchange, circulation and filtration are im¬ 
portant variables in risk measurement and reduction as is 
the use of negative pressure rooms to contain known 
cases. Droplet spread between humans is considered the 
mechanism of human-to-human transmission and the 
need for droplet precautions was emphasized after the Al- 
Ahsa hospital, the KSA and the South Korean outbreaks 
[21, 23, 154, 155]. By extrapolation, aerosol-generating 
events involving DCs (urination, defecation, and prepar¬ 
ation and consumption of DC products) should be fac¬ 
tored into risk measurement and reduction efforts and 
messaged using appropriate context. The provision of evi¬ 
dence supporting the best formulation of personal pro¬ 
tective equipment to be worn by HCWs who receive, 
manage or conduct procedures on infectious cases 
remains a priority. 

Transmission of MERS-CoV among humans 

MERS-CoV was found and characterized because of its 
apparent association with severe, and therefore more 
obvious, illness in humans; we were the canaries in the 
coal mine. Sero-assays and prospective cohort studies 
have yet to determine the extent to which milder or 
asymptomatic cases contribute to MERS-CoV transmis¬ 
sion chains. However, transmission of MERS-CoV is de¬ 
fined as sporadic (not sustained), intra-familial, often 
healthcare associated, inefficient and requiring close and 
prolonged contact [22, 31, 63, 93, 97, 102, 156] In a 
household study, 14 of 280 (5 %) contacts of 26 MERS- 
CoV positive index patients were RNA or antibody posi¬ 
tive; the rate of general transmission, even in outbreaks 
is around 3 % [31]. It seems that the majority of human 
cases of MERS-CoV, even when numbers appear to in¬ 
crease suddenly, do not readily transmit to more than 
one other human so to date, the localized epidemic of 
MERS-CoV has not been self-sustaining [157-161]. That 
is to say, the basic reproduction number (R 0 ) - the aver¬ 
age number of infections caused by one infected 
individual in a fully susceptible population - has been 
close to one throughout various clusters and outbreaks. 
If R 0 was greater than 1, a sustained increase in case 
numbers would be expected. Some R 0 calculations may 
be affected by incomplete case contact tracing, limited 
community testing and how a case is defined. That 
MERS has had a constant presence in the Arabian Pen¬ 
insula since 2012 is due to ongoing, sporadic spill-over 
events from DCs amplified by poorly controlled hospital 
outbreaks. 

The first known MERS human-to-human transmission 
event was one characterized by acute LRT disease in a 
healthcare setting in Jordan. In stark contrast, a sero- 
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survey of HCW who were sometimes in close and pro¬ 
longed contact with the first, fatal MERS-CoV case in 
2012 [162], found none of the HCW had seroconverted 
four months later, despite an absence of eye protection 
and variable compliance with required PPE standards 
[162]. 

Early on in the MERS story, samples for testing were 
mostly collected from patients with severe illness and 
not those with milder acute respiratory tract infections. 
Contacts of confirmed MERS cases were often observed 
for clinical illness, but not tested. These omissions may 
have confounded our understanding of MERS-CoV 
transmission and biased early data towards higher num¬ 
bers of seriously ill and hospitalized patients, inflating 
the apparent proportion of fatal cases. Case-control 
studies were not a focus. As testing paradigms changed 
and contacts were increasingly tested, more asymptom¬ 
atic and mild infections were recognized [163]. 

A rise in the cases termed asymptomatic (which 
enlarge the denominator for calculations of the propor¬ 
tion of fatal cases, defined in [164]) resulted in a drop in 
the proportion of fatal cases during the Jeddah-2014 
outbreak. Historically, such rises are consistent with 
changing definitions and laboratory responses and clin¬ 
ical management of a newly discovered virus infection 
that was first noted only among the severely ill. Upon 
follow-up, over three-quarters of such MERS-CoV RNA 
positive people did recall having one or more symptoms 
at the time, despite being reported as asymptomatic 
[165] raising some question over the reliability of other 
reported data. 

The proportion of fatal MERS cases within the KSA 
compared to outside the KSA, as well as the age, and 
sex distribution change in different ways when compar¬ 
ing MERS outbreaks. Approximately 43 % of MERS 
cases (549 of 1277) in the KSA were fatal betwen 2012 
and December 2015 while 21 % (72 of 330) died among 
those occurring outside of the KSA. The total number of 


male cases always outnumber females and the propor¬ 
tion of male deaths is always greater than the proportion 
of females who die. However the proportion of male 
deaths from total males with MERS is a similar figure to 
that for females. In the KSA, there is a greater propor¬ 
tion of younger males among cases and deaths than were 
observed from the 2015 South Korean or the Jeddah- 
2014 outbreaks (Additional file 2: Figure S2). Why these 
aspects have differed may be due to differences in the 
time to presentation and diagnosis, the nature and qual¬ 
ity of supportive care, the way a person became infected 
(habits, exposure to a human or zoonotic source, viral 
load, route of infection) or the extent to which different 
populations are burdened by underlying diseases [40]. 

As a group, HCWs comprised 16 % of MERS cases in 
the KSA and South Korea. It is apparent that the weekly 
proportion of infected HCWs increases alongside each 
steep rise in overall detections (Fig. 5). In May 2013, the 
WHO published guidelines for IPC during care of prob¬ 
able or confirmed cases of MERS-CoV infection in a 
healthcare setting [166]. This is explainable because to 
date, each case rise has been intimately associated with 
healthcare-facility related outbreaks [118]. These rises in 
MERS-CoV detections can decrease the average age dur¬ 
ing each event because HCWs are usually younger than 
inpatients with MERS. Healthcare facilities have been a 
regular target for suggested improvements aimed at im¬ 
proving infection prevention and control (IPC) procedures 
[115, 118]. 

Molecular epidemiology: using genomes to understand 
outbreaks 

Most of the analysis of MERS-CoV genetics has been 
performed using high throughput or “deep” sequencing 
methods for complete genome deduction [167-169]. 
MERS-CoV was the first subject of such widespread use 
of deep sequencing to study an emerging viral outbreak 
with global reach. The technique can produce genomic 
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Fig. 6 The genetic relationship between MERS-CoV nucleotide 
sequences (downloaded from GenBank using the listed accession 
numbers and from virological.org [212]). This neighbour joining tree 
was created in MEGA v6 using an alignment of human and DC- 
derived MERS-CoV sequences (Geneious v8.1 [211]). Clades are 
indicated next to dark (Clade A) or pale (Clade B) blue vertical bars. 
Camel icons denote genomes from DCs. Healthcare or community 
outbreaks are boxed and labelled using previously described 
schemes [212, 213] 
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length coverage in a single experiment with highly 
repetitious measurement of each nucleotide position 
[52, 140]. Despite assays having been published early 
on, subgenomic sequencing, once the mainstay of viral 
outbreak studies, has less often been published during 
MERS-CoV characterization [48]. As more genomes from 
both humans and DCs have been characterized, two 
clades have become apparent; A and B (Fig. 6). Clade A 
contains only human-derived MERS-CoV genomes from 
Jordan, while Clade B comprises the majority of human 
and camel genomes deduced thus far [168]. 

Two studies during 2015, one looking at Jeddah-2014 
MERS-CoV variants and another looking at a variant 
exported from South Korea to China, have now identi¬ 
fied signs of genetic recombination among MERS-CoV 
variants. While human and camel whole genome se¬ 
quences have retained >99 % identity with each other, 
members of genetically distinct lineages can and do swap 
genetic material when suitable conditions and coinfec¬ 
tions co-occur [170-172]. Shared identity implies that 
the major source for human acquisition is the DC, ra¬ 
ther than another animal, although more testing of other 
animal species is needed to confirm that conclusion. 
Over a month, a DC virus sequenced on different occa¬ 
sions did not change at all indicating a degree of gen¬ 
omic stability in its host, supporting that DCs are the 
natural, rather than intermediate, host for the MERS-CoV 
we know today [77]. To date, recombination has been 
localised to breakpoints near the boundary between 
ORFla and ORFlb regions, within the spike gene [170] 
and in the ORFlb region (Fig. 2) [172]. It is not unex¬ 
pected that recombination should occur since it is well 
known among other Co Vs [124] and because the majority 
of MERS-CoV whole genomes collected from samples 
spanning three years (2012-2015) and from humans, 
camels and different countries have shown close genetic 
identity to each other, with just enough subtle variation to 
support outbreak investigations so long as whole genome 
sequencing is applied [52, 77, 135, 138, 168, 173-175]. 

Changes in genome sequence may herald alterations 
to virus transmissibility, replication, persistence, lethal¬ 
ity or response to future drugs. If we have prior know¬ 
ledge of the impact of genetic changes because of 
thorough characterization studies, we can closely 
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monitor the genomic regions and better understand 
any changes in transmission or disease patterns as they 
occur. Genetic mutations noted during the largest of hu¬ 
man outbreaks, Jeddah-2014, did not impart any major 
replicative or immunomodulatory changes when com¬ 
pared to earlier viral variants in vitro [156, 176]. However, 
we understand very little of the phenotypic outcomes that 
result from subtle genetic change in MERS-CoV genomes. 
To date no clinical relevance or obvious in vivo changes 
to viral replication, shedding or transmission has been re¬ 
ported or attributed to mutations or to new recombinant 
viruses [156]. But vigilance and larger, more contemporary 
and in vivo studies are needed. 

Genome sequence located to a distinct clade were 
identified from an Egyptian DC that was probably 
imported from Sudan. This does not fit into either of the 
current clades [125, 168, 177]. A virus sequenced from a 
Neoromicia capensis bat was more closely related to 
MERS-CoV than other large bat-derived sequences had 
been to that point, but the genome of a variant of a 
MERS-CoV has yet to be discovered and deduced from 
any bat [125]. 

Analyses of MERS-CoV genomes have shown that 
most single nucleotide differences among variants were 
located in the last third of the genome (Fig. 2), which 
encodes the spike protein and accessory proteins [168]. 
At least nine MERS-CoV genomes contained amino acid 
substitutions in the receptor binding domain (RBD) of 
the spike protein and codons 158 (N-terminal region), 
460 (RBD), 1020 (in heptad repeat 1), 1202 and 1208 bear 
investigation as markers of adaptive change [140, 169]. The 
spike protein had not changed in the recombinant MERS- 
CoV genome identified in China in 2015 but was reported 
to have varied at a higher rate than that for complete 
MERS-CoV genomes, among South Korean variants 
[172, 178]. This highlights that subgenomic regions 
may not always contain enough genetic diversity to 
prove useful for differentiating viral variants. Despite 
this, one assay amplifying a 615 nucleotide fragment of 
the spike S2 domain gene for Sanger sequencing agreed 
with the results generated by the sequencing of a some 
full genomes and was useful to define additional se¬ 
quence groupings [177]. 

Genomic sequence can also be used to define the geo¬ 
graphic boundaries of a cluster or outbreak and monitor 
its progress, based on the similarity of the variants found 
among infected humans and animals when occurring 
together, or between different sites and times (Fig. 6) 
[169]. This approach was employed when defining the 
geographically constrained MERS hospital outbreak in 
Al-Ahsa, which occurred between 1 st April and 23 rd 
May 2013, as well as clusters in Buraidah and a commu¬ 
nity outbreak in Hafr Al-Batin, the KSA. Genomic 
sequencing identified that approximately 12 MERS-CoV 


detections from a community outbreak in Hafr Al-Batin 
between June and August 2013 may have been triggered 
by an index case becoming infected through DC contact 
[175]. Sequencing MERS-CoV genomes from the 2013 
Al-Ahsa hospital outbreak indicated that multiple viral 
variants contributed to the cases but that most were simi¬ 
lar enough to each other to be consistent with human-to- 
human transmission. Molecular epidemiology has re¬ 
vealed otherwise hidden links in transmission chains 
encompassing a period of up to five months [179]. How¬ 
ever, most outbreaks have not continued for longer than 
two to three months and so opportunities for the virus to 
adapt further to humans through co-infection and sus¬ 
tained serial passage have been rare [169]. In Riyadh-2014, 
genetic evidence supported the likelihood of multiple 
external introductions of virus, implicating a range of 
healthcare facilities in an event that otherwise looked 
contiguous [23, 168, 179]. Riyadh is a nexus for camel and 
human travel and has had more MERS cases than any 
other region of the KSA to date but also harbours a wide 
range of MERS-CoV variants [128, 167, 179]. However the 
South Korean outbreak originated from a single infected 
person, resulting in three to four generations of cases [180, 
181]. Studies of this apparently recombinant viral variant 
did not find an increased evolutionary rate and no sign of 
virus adaptation thus the outbreak seems to have been 
driven by circumstance rather than circumstance together 
with mutation [181]. 

Contact tracing and the possible importance of 
asymptomatic cases 

For many MERS cases detected outside the Arabian 
Peninsula, extensive contact tracing has been performed 
and the results described in detail. Contact tracing is es¬ 
sential to contain the emergence and transmission of a 
new virus and today it is supported by molecular epi¬ 
demiology. Although it is an expensive and time con¬ 
suming process, contact tracing can identify potential 
new infections and through active or passive monitoring, 
react more rapidly if disease does develop. Results of 
contact tracing to date have found that onward trans¬ 
mission among humans is an infrequent event. For ex¬ 
ample, there were 83 contacts, both symptomatic and 
asymptomatic, of a case treated in Germany who trav¬ 
elled from the UAE but no sign of virus or antibody 
were found in any of them [73]. The very first MERS 
case had made contact with 56 HCWs and 48 others, 
but none developed any indication of infection [162]. In 
a study of 123 contacts of a case treated in France, only 
seven matched the definition for a possible case and 
were tested; one who had shared a 20 m hospital room 
while in a bed 1.5 m away from the index case for a pro¬ 
longed period was positive [26]. None of the contacts of 
the first two MERS cases imported into the USA in 2014 
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contained any MERS-CoV footprint [182] and none of 
the 131 contacts of two travellers returning to the 
Netherlands developed MERS-CoV antibodies or tested 
RNA positive [25, 183]. Analyses of public data reveal 
many likely instances of nosocomial acquisition of infec¬ 
tion in the Arabian Peninsula and these data may be ac¬ 
companied by some details noting contact with a known 
case or facility. One example identified the likely role of 
a patient with a subclinical infection, present in a hos¬ 
pital during their admission for other reasons, as the 
likeliest index case triggering a family cluster [93]. Con¬ 
tact tracing was a significant factor in the termination of 
a 2015 outbreak involving multiple South Korean hospi¬ 
tals [184]. Such studies demonstrate the necessity of 
finding and understanding a role for mild and asymp¬ 
tomatic cases, together with restricting close contact or 
prolonged exposure of infected people to others, espe¬ 
cially older family members and friends with underlying 
disease (Fig. 4c). 

Hospital associated MERS outbreaks 

The hospital-associated outbreak in Jeddah in 2014 was 
the largest and most rapid accumulation of MERS-CoV 
detections to date. The greatest number of MERS-CoV 
detections of any month on record occurred in Jeddah 
in April. The outbreak was mostly (>60 % of cases) 
associated with human-to-human spread within hospital 
environments and resulted from a lack of, or breakdown 
in, infection prevention and control [37, 185, 186]. A rise 
in fatalities followed the rapid increase in case numbers. 

In 2015 two large outbreaks occurred. South Korea 
was the site of the first large scale outbreak outside the 
Arabian Peninsula and produced the first cases in both 
South Korea and China, occurring between May and July 
2015. This was closely followed by a distinct outbreak in 
Ar Riyad province in the KSA which appeared to come 
under control in early November. 

After staying in Bahrain for two weeks, a 68 year old 
male (68 M) travelled home to South Korea via Qatar, 
arriving free of symptoms on the 4 th May 2015 [187]. He 
developed fever, myalgia and a cough nearly a week later 
(11 th ). He visited a clinic as an outpatient between the 
12 th and 15 th of May and was admitted to Hospital A on 
the 15 [188]. He was discharged from Hospital A on 

the 17 then visited and was admitted to the emergency 
department of Hospital B on the 18 th . During this sec¬ 
ond stay, a sputum sample was taken and tested positive 
for MERS-CoV on the 20 th [187, 188], triggering transfer 
to the designated isolation treatment facility. Over a 
period of 10 days, the index case was seen at three dif¬ 
ferent hospitals, demonstrating a key feature of “hospital 
shopping” that shaped the South Korean outbreak. 
Approximately 34 people were infected during this time 
[187]. In total 186 cases were generated in this outbreak, 


all linked through a single transmission chain to 68 M; 
37 cases died [189]. In South Korea, the national health 
insurance system provides for relatively low cost med¬ 
ical care, defraying some costs by making family mem¬ 
bers responsible for a portion of the ministration of the 
sick, resulting in them sometimes staying for long pe¬ 
riods in the rooms that often have more than four beds 
in them [24]. Other factors thought to have enabled 
this outbreak included unfamiliarity of local clinicians 
with MERS, ease with which the public can visit and be 
treated by tertiary hospitals, the custom of visiting sick 
friends and relatives in hospitals, the hierarchical na¬ 
ture of Korean society, crowded emergency rooms, 
poor IPC measures, a lack of negative pressure isola¬ 
tion rooms and poor inter-hospital communication of 
patient disease histories [24, 190-192]. All of the re¬ 
ported transmission occurred across three or four gen¬ 
erations and apart from one unknown source, were all 
hospital-acquired [24, 120, 181, 193-195]. Few clinical 
details about these cases have been reported to date 
and detail on transmission and contact tracing is min¬ 
imal. The hospitals involved were initially not identi¬ 
fied, governmental guidance and actions produced 
confusing messages and there was very limited com¬ 
munication at all early on which resulted in unneces¬ 
sary concern, distrust and a distinct economic impact 
[191, 196-198]. Early in the outbreak, a infected travel¬ 
ler, the son of an identified case in South Korea, passed 
through Hong Kong on his way to China where he was 
located, isolated and cared for in China [91, 199, 200]. 
No contacts became ill. The outbreak was brought 
under control in late July/ early August [201] after 
improved IPC measures were employed, strong contact 
tracing monitoring and quarantine, expanded labora¬ 
tory testing, hospitals were better secured, specialized 
personnel were dispatched to manage cases and inter¬ 
national cooperation increased [202, 203]. A review of 
public data showed that, as for MERS in the KSA, older 
age and the presence of underlying disease were sig¬ 
nificantly associated with a fatal outcome in South 
Korea. [40] Even though R 0 is <1, super-spreading 
events facilitated by circumstances created in health¬ 
care settings and characterized by cluster sizes over 
150, such as this one, are not unexpected from MERS- 
CoV infection [204]. The dynamic of an outbreak de¬ 
pends on the R 0 and an individuals viral shedding 
patterns, contact type and frequency, hospital proce¬ 
dures and population structure and density [204]. 

In the region of Ar Riyad, including the capital city of 
Riyadh, a hospital based cluster began, within a single 
hospital, from late June 2015 [205]. By mid-September 
there had been approximately 170 cases reported but the 
outbreak appeared to been brought under control in 
November. 
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Conclusions 

It became apparent early on that MERS-CoV spread 
relatively ineffectively from human-to-human. Despite 
ongoing and possibly seasonal introduction of virus to 
the human population via infected DCs and perhaps 
other animals yet to be identified, the vast majority of 
MERS-CoV transmission has occurred from infected to 
uninfected humans in close and prolonged contact 
through circumstances created by poor infection control 
in health care settings. This opportunistic virus has had 
its greatest impact on those with underlying diseases 
and such vulnerable people, sometimes suffering mul¬ 
tiple comorbidities, have been most often associated 
with hospitals, creating a perfect storm of exposure, 
transmission and mortality. It remains unclear if this 
group are uniquely affected by MERS-CoV or if other 
respiratory virus infections, including those from 
HCoVs, produce a similarly serious impact. In South 
Korea, a single imported case created an outbreak of 185 
cases and 36 deaths that had a disproportionate impact 
on economic performance, community behaviour and 
trust in government and the health care system. House¬ 
hold human-to human transmission occurs but is also 
limited. Educational programs will be essential tools for 
combatting the spread of MERS-CoV both within urban 
and regional communities and for the health care 
setting. 

Vigilance remains important for containment since 
MERS-CoV is a virus with a genetic makeup that has 
been observed for only three years and is not stable. 
Among all humans reported to be infected, nearly 40 % 
have died. Continued laboratory testing, sequencing, 
analysis, timely data sharing and clear communication 
are essential for such vigilance to be effective. Global 
alignment of case definitions would further aid accurate 
calculation of a case fatality ratio by including subclinical 
case numbers. Whole genome sequencing has been used 
extensively to study MERS-CoV travel and variation and 
although it remains a tool for experts, it appears to be 
the best tool for the job. 

MERS and SARS have some clinical similarities but they 
also diverge significantly [206]. Defining characteristics in¬ 
clude the higher PFC among MERS cases (above 50 % in 
2013 and currently at 30-40 %; well above the 9 % of 
SARS) and the higher association between fatal MERS 
and older males with underlying comorbidities. For the vi¬ 
ruses, MERS-CoV has a broader tropism, grows more rap¬ 
idly in vitro, more rapidly induces cytopathogenic change, 
triggers distinct transcriptional responses, makes use of a 
different receptor, induces a more proinflammatory state 
and has a delayed innate antiviral response compared to 
SARS-CoV. 

There appears to be a 2-3 % prevalence of MERS-CoV 
in the KSA with a 5 % chance of secondary transmission 


within the household. There is an increased risk of infec¬ 
tion through certain occupations at certain times and a 
much greater chance for spread to other humans during 
circumstances created by humans, which drives more ef¬ 
fective transmission than any R 0 would predict on face 
value. Nonetheless, despite multiple mass gatherings that 
have afforded the virus many millions of opportunities 
to spread, there have remarkably been no reported out¬ 
breaks of MERS or MERS-CoV during or immediately 
after these events. There is no evidence that MERS-CoV 
is a virus of pandemic concern. Nonetheless, hospital 
settings continue to describe MERS cases and outbreaks 
in the Arabian Peninsula. As long as we facilitate the 
spread of MERS-CoV among our most vulnerable popu¬ 
lations, the world must remain on alert for cases which 
may be exported more frequently when a host country 
with infected camel reservoirs is experiencing human 
clusters or outbreaks. 

The MERS-CoV appears to be an enzootic virus 
infecting the DC URT with evidence of recent genetic 
recombination. It may once have had its origins among 
bats, but evidence is lacking and the relevance of that to 
todays ongoing epidemic is academic. Thanks to quick 
action, the sensitive and rapid molecular diagnostic tools 
required to achieve rapid and sensitive detection goal 
have been in place and made widely available since the 
virus was reported in 2012. RT-PCR testing of LRT sam¬ 
ples remains the gold standard for MERS-CoV confirm¬ 
ation. Serological tools continue to emerge but they are 
in need of further validation using samples from mild 
and asymptomatic infections and a densely sampled co¬ 
hort study to follow contacts of new cases may address 
this need. Similarly, the important question of whether 
those who do shed MERS-CoV RNA for extended pe¬ 
riods are infectious while appearing well, continues to 
go unanswered. It is even unclear just how many 
asymptomatic’ infections have been described and re¬ 
ported correctly which in turn raises questions about the 
reliability of other clinical data collection to date. While 
the basic virology of MERS-CoV has advanced over the 
course of the past three years, understanding what is 
happening in, and the interplay between, camel, environ¬ 
ment and human is still in its infancy. 
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Additional file 1: Figure SI. The 26 countries in which MERS-CoV has 

been identified and a guide as to the number of cases at each location. 

Local transmission in 13 countries is highlighted (blue star) as are countries 

with DCs that contain antibodies reactive with MERS-CoV, viral RNA or 

infectious virus (camel icon). Correct as of the 29 th August, 2015. Adapted 

and reprinted from Mackay IM, Arden KE. Middle East respiratory syndrome: 

An emerging coronavirus infection tracked by the crowd. Virus Res 2015 Vol 

202:60-88 with permission from Elsevier [5], (EPS 41077 kb) 
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Additional file 2: Figure S2. MERS-CoV detections, age and sex 
pyramids. A) All MERS-CoV detections worldwide and B) those with fatal 
outcomes; C) The distribution of detections limited to the KSA cases only 
and D) those with a fatal outcome; E) The distribution resulting from the 
Jeddah-2014 outbreak, arbitrarily defined as spanning from the week 
beginning 17 th March 2014 and ending in the week beginning 7th July 
2014 and F) those with a fatal outcome; G) the distribution resulting from 
the South Korean-2015 outbreak and El) those with a fatal outcome; I) 
the distribution during the Riyadh-2015 outbreak and J) those with a fatal 
outcome; data are based on laboratory confirmed cases collated into the 
author's curated line list as at 4 th September 2015. Note the changed x-axis 
scale between A-D and E-J. Sources of these public data include the WHO, 
Ministries of Health and FluTrackers [206-208], Earlier and subsequent ver¬ 
sions of this chart are maintained on a personal blog [209], (EPS 6702 kb) 

_y 

Abbreviations 

AdV: adenovirus; BCoV: bovine coronavirus; CoV: coronavirus; DC: dromedary 
camel; DPP4: dipeptidyl peptidase 4; ELISA: enzyme linked immunosorbent 
assay; EV: enterovirus; HCoV: human coronavirus; HCW: healthcare worker; 
HHV: human herpesvirus; HRV: human rhinovirus; IFA: immunofluorescent 
assay; IFV: influenza virus; Ig: immunoglobulin; IPC: infection prevention and 
control; KSA: Kingdom of Saudi Arabia; LRT: lower respiratory tract; MERS: Middle 
East respiratory syndrome; MNT: microneutralization; MPV: human 
metapneumovirus; nCoV: novel coronavirus; NT: neutralization; ORF: open 
reading frame; PCR: polymerase chain reaction; PIV: parainfluenza virus; 
PPE: personal protective equipment; ppNT: pseudo particle neutralization; 
R 0 : basic reproduction number; RBD: receptor binding domain; RH: relative 
humidity; RNA: ribonucleic acid; RSV: respiratory syncytial virus; RT-rtPCR: reverse 
transcriptase real-time polymerase chain reaction; SARS: Severe acute respiratory 
syndrome; TCID 50 : 50 % tissue culture infectious dose; UAE: United Arab 
Emirates; URT: upper respiratory tract; US: United States of America; WHO: World 
Health Organization. 

Competing interests 

The authors declare that they have no competing interests. 

Author's contributions 

IMM and KEA contributed equally to this work and read an approved 
the final manuscript. 

Acknowledgements 

Any unreferenced opinions expressed herein are those of the authors and do 
not necessarily represent the views of any employer or institution. Our thanks 
go to Andrew Rambaut, Maia Majumder, Marion Koopmans and Hale Abdali for 
helpful discussions on social media and CMAM and RIAM for patience. 

Author details 

1 Department of Health, Public and Environmental Health Virology Laboratory, 
Forensic and Scientific Services, Archerfield, QLD, Australia. 2 The University of 
Queensland, St Lucia, QLD, Australia. Queensland University of Technology, 
George St, Brisbane, QLD, Australia. 

Received: 14 September 2015 Accepted: 27 November 2015 
Published online: 22 December 2015 

References 

1. NOVEL CORONAVIRUS - SAUDI ARABIA: HUMAN ISOLATE. [http://www. 
promedmail.org/direct.php?id=20120920.1302733] 

2. Bermingham A, Chand MA, Brown CS, Aarons E, Tong C, Langrish C, et al. 
Severe respiratory illness caused by a novel coronavirus, in a patient 
transferred to the United Kingdom from the Middle East, September 2012. 
Euro Surveill. 2012;17:20290. 

3. Middle East Respiratory Syndrome coronavirus (MERS-CoV) - Saudi Arabia | 

2 September 2015 [http://www.who.int/csr/don/02-september-2015-mers- 
saudi-arabia/en/] 

4. Alagaili AN, Briese T, Mishra N, Kapoor V, Sameroff SC, Burbelo PD, et al. 
Middle East respiratory syndrome coronavirus infection in dromedary 
camels in Saudi Arabia. M Bio. 2014;5:e00884-00814. 

5. Mackay IM, Arden KE. Middle East respiratory syndrome: An emerging 
coronavirus infection tracked by the crowd. Virus Res. 2015;202:60-88. 


6. Chan SM, Damdinjav B, Perera RA, Chu DK, Khishgee B, Enkhbold B, et al. 
Absence of MERS-Coronavirus in Bactrian Camels, Southern Mongolia, 
November 2014. Emerg Infect Dis. 2015;21:1269-71. 

7. Hemida MG, Perera RA, Al Jassim RA, Kayali G, Siu LY, Wang P, et al. 
Seroepidemiology of Middle East respiratory syndrome (MERS) coronavirus 
in Saudi Arabia (1993) and Australia (2014) and characterisation of assay 
specificity. Euro Surveill. 2014;19(23):1. 

8. Shirato K, Azumano A, Nakao T, Hagihara D, Ishida M, Tamai K, et al. Middle 
East respiratory syndrome coronavirus infection not found in camels in 
Japan. Jpn J Infect Dis. 2015;68:256-8. 

9. Crameri G, Durr PA, Barr J, Yu M, Graham K, Williams OJ, et al. Absence of 
MERS-CoV antibodies in feral camels in Australia: implications for the 
pathogen's origin and spread. One Health. 2015;1:76-82. 

10. Hemida MG, Al-Naeem A, Perera RAPM, Chin AWH, Poon LLM, Peiris M. Lack 
of Middle East Respiratory Syndrome Coronavirus Transmission from 
Infected Camels. Emerg Infect Dis. 2015;21:4. 

11. Tensions linger over discovery of coronavirus [http://www.nature.com/ 
n e ws/te n s i o n s-1 i n g e r-o ve r-d i sco ve ry-of-co ro n a vi r u s-1.12108] 

12. As Outbreak Continues, Confusion Reigns Over Virus Patents [http://news. 
sciencemag.org/people-events/2013/05/outbreak-continues-confusion- 
reigns-over-virus-patents] 

13. Abdel-Moneim AS. Middle East respiratory syndrome coronavirus (MERS- 
CoV): evidence and speculations. Arch Virol. 2014;159:1575-84. 

14. Cumulative Number of Reported Probable Cases Of SARS [http://www.who. 
i nt/cs r/sa rs/cou ntry/2003_06_02/en/] 

15. Eckerle I, Muller MA, Rallies S, Gotthardt DN, Drosten C. In-vitro renal 
epithelial cell infection reveals a viral kidney tropism as a potential 
mechanism for acute renal failure during Middle East Respiratory Syndrome 
(MERS) Coronavirus infection. Virol J. 2013;10:359. 

16. Eckerle I, Corman VM, Muller MA, Lenk M, Ulrich RG, Drosten C. Replicative 
Capacity of MERS Coronavirus in Livestock Cell Lines. Emerg Infect Dis. 2014; 
20:276-9. 

17. Muller MA, Raj VS, Muth D, Meyer B, Rallies S, Smits SL, et al. Human 
coronavirus EMC does not require the SARS-coronavirus receptor and 
maintains broad replicative capability in mammalian cell lines. M Bio. 2012; 
3(6):e00515—12. 

18. Zaki AM, van BS, Bestebroer TM, Osterhaus AD, Fouchier RA. Isolation of a 
novel coronavirus from a man with pneumonia in Saudi Arabia. N Engl J 
Med. 2012;367:1814-20. 

19. Zielecki F, Weber M, Eickmann M, Spiegelberg L, Zaki AM, Matrosovich M, et 
al. Human cell tropism and innate immune system interactions of human 
respiratory coronavirus EMC compared to those of severe acute respiratory 
syndrome coronavirus. J Virol. 2013;87:5300-4. 

20. The WHO MERS-CoV Research Group. State of Knowledge and Data Gaps of 
Middle East Respiratory Syndrome Coronavirus (MERS-CoV) in Humans. PLoS 
Curr. 2013; Edition 1. 

21. Assiri A, Al-Tawfiq JA, Al-Rabeeah AA, Al-Rabiah FA, Al-Hajjar S, Al-Barrak A, 
et al. Epidemiological, demographic, and clinical characteristics of 47 cases 
of Middle East respiratory syndrome coronavirus disease from Saudi Arabia: 
a descriptive study. Lancet Infect Dis. 2013;13:752-61. 

22. Memish ZA, Zumla Al, Al-Hakeem RF, Al-Rabeeah AA, Stephens GM. Family 
cluster of Middle East respiratory syndrome coronavirus infections. N Engl J 
Med. 2013;368:2487-94. 

23. Assiri A, McGeer A, Perl TM, Price CS, Al Rabeeah AA, Cummings DA, et al. 
Hospital outbreak of Middle East respiratory syndrome coronavirus. N Engl 
JMed. 2013;369:407-16. 

24. Ki M. 2015 MERS outbreak in Korea: hospital-to-hospital transmission. 
Epidemiol Health. 2015;37, e2015033. 

25. Kraaij-Dirkzwager M, Timen A, Dirksen K, Gelnick L, Leyten E, Groeneveld P. 
Middle East respiratory syndrome coronavirus (MERS-CoV) infections in two 
returning travellers in the Netherlands, May 2014. Euro Surveill. 2014;19:20817-7. 

26. Mailles A, Blanckaert K, Chaud P, van der WS, Lina B, Caro V, et al. First cases 
of Middle East Respiratory Syndrome Coronavirus (MERS-CoV) infections in 
France, investigations and implications for the prevention of human-to- 
human transmission, France, May 2013. EuroSurveill. 2013;18:24. 

27. Case definition for case finding severe respiratory disease associated with 
novel coronavirus [http://www.who.int/csr/disease/coronavirus_infections/ 
case_definition_25_09_2012/en/] 

28. Middle East respiratory syndrome coronavirus Case definition for reporting 
to WHO. Interim case definition as of 14 July 2014 [http://www.who.int/csr/ 
disease/coronavirusjnfections/case_definitionjul2014/en/] 



Mackay and Arden Virology Journal (2015) 12:222 


Page 18 of 21 


29. Middle East respiratory syndrome coronavirus | Case definition for reporting 
to WHO 14 July 2015 [http://www.who.int/csr/disease/coronavirus_ 
infections/case_definition/en/] 

30. Revised interim case definition for reporting to WHO - Middle East 
respiratory syndrome coronavirus (MERS-CoV): Interim case definition as of 
July 2013 [http://www.who.int/csr/disease/coronavirus_infections/case_ 
defi n iti on_03_07_2014/en /] 

31. Drosten C, Meyer B, Muller MA, Corman VM, Al-Masri M, Hossain R, et al. 
Transmission of MERS-coronavirus in household contacts. N Engl J Med. 
2014;371:828-35. 

32. Memish ZA, Al-Tawfiq J A, Makhdoom HQ, Al-Rabeeah AA, Assiri A, 

Alhakeem RF, et al. Screening for Middle East respiratory syndrome 
coronavirus infection in hospital patients and their healthcare worker and 
family contacts: a prospective descriptive study. Clin Microbiol Infect. 2014; 
20(5):469-74. doi:10.1111/1469-0691.12562. Epub 2014 Feb 17. 

33. Case Definition and Surveillance Guidance for MERS-CoV Testing in Saudi 
Arabia - 13 May 2014 [http://www.moh.gov.sa/en/Documents/ 
MoHCaseDefinitionMERSCoWersionMayl 32014.pdf] 

34. Infection prevention/control and management guidelines for patients with 
Middle East Respitaory Syndrome Coronavius (MERS-CoV) infection [http:// 
www.moh.gov.sa/en/CCC/StaffRegulations/Corona/Documents/ 
GuidelinesforCoronaPatients.pdf] 

35. Infection Prevention and Control Guidelines for Middle East Respiratory Syndrome 
Coronavirus (MERS-CoV) Infection [http://www.gdipc.org/mers-cov.html] 

36. Thabet F, Chehab M, Bafaqih H, AIMohaimeed S. Middle East respiratory 
syndrome coronavirus in children. Saudi Med J. 2015;36:484-6. 

37. Al-Hameed F, Wahla AS, Siddiqui S, Ghabashi A, Al-Shomrani M, Al-Thaqafi 
A, et al. Characteristics and Outcomes of Middle East Respiratory Syndrome 
Coronavirus Patients Admitted to an Intensive Care Unit in Jeddah, Saudi 
Arabia. J Intensive Care Med. 2015. [epub ahead of print]. 

38. Alraddadi BM, Watson JT, Almarashi GRA, Turkistani A, Sadran M, Housa A, 
et al. Risk Factors for Primary Middle East Respiratory Syndrome Coronavirus 
Illness in Humans, Saudi Arabia, 2014. Emerg Infect Dis. 2016;22:1. 

39. Cowling BJ, Park M, Fang VJ, Wu P, Leung GM, Wu JT. Preliminary 
epidemiological assessment of MERS-CoV outbreak in South Korea, May to 
June 2015. Euro Surveill. 2015;20(25):2. 

40. Majumder MS, Kluberg SA, Mekaru SR, Brownstein JS. Mortality Risk Factors 
for Middle East Respiratory Syndrome Outbreak, South Korea, 2015. Emerg 
Infect Dis. 2015;21:11. 

41. Arabi YM, Arifi AA, Balkhy HH, Najm H, Aldawood AS, Ghabashi A, et al. 
Clinical Course and Outcomes of Critically III Patients With Middle East 
Respiratory Syndrome Coronavirus Infection. Ann Intern Med. 2014;160:389-97. 

42. Mizumoto K, Saitoh M, Chowell G, Miyamatsu Y, Nishiura H. Estimating the 
risk of Middle East respiratory syndrome (MERS) death during the course of 
the outbreak in the Republic of Korea, 2015. Int J Infect Dis. 2015;39:7-9. 

43. Memish ZA. Invited Editorial: MERS-CoV An Emerging Viral Zoonotic Disease: 
Three Years After and Counting. Recent Pat Antiinfect Drug Discov. 2014;9:159-60. 

44. Memish ZA, Al-Tawfiq JA, Assiri A, AIRabiah FA, Hajjar SA, Albarrak A, et al. 
Middle East Respiratory Syndrome Coronavirus Disease in Children. 
Pediatrlnfect Dis J. 2014;33(9):904-6. 

45. Khuri-Bulos N, Payne DC, Lu X, Erdman D, Wang L, Faouri S, et al. Middle 
East respiratory syndrome coronavirus not detected in children hospitalized 
with acute respiratory illness in Amman, Jordan, March 2010 to September 
2012. Clin Microbiollnfect. 2014;20(7):678-82. 

46. Payne DC, Iblan I, Alqasrawi S, Al NM, Rha B, Tohme RA, et al. Stillbirth 
During Infection With Middle East Respiratory Syndrome Coronavirus. J 
Infect Dis. 2014;209(12):1870-2. 

47. Corman VM, Eckerle I, Bleicker T, Zaki A, Landt 0, Eschbach-Bludau M, et al. 
Detection of a novel human coronavirus by real-time reverse-transcription 
polymerase chain reaction. EuroSurveill. 2012;17:39. 

48. Corman VM, Muller MA, Costabel U, Timm J, Binger T, Meyer B, et al. Assays 
for laboratory confirmation of novel human coronavirus (hCoV-EMC) 
infections. EuroSurveill. 2012;17(49):1. 

49. Muth D, Corman VM, Meyer B, Assiri A, Al-Masri M, Farah M, et al. Infectious 
Middle East Respiratory Syndrome Coronavirus Excretion and Serotype 
Variability Based on Live Virus Isolates from Patients in Saudi Arabia. J Clin 
Microbiol. 2015;53:2951-5. 

50. Corless CE, Guiver M, Borrow R, Edwards-Jones V, Fox AJ, Kaczmarski EB, 

et al. Development and evaluation of a 'real-time' RT-PCR for the detection 
of enterovirus and parechovirus RNA in CSF and throat swab samples. J 
Med Virol. 2002;67(4):555-62. 


51. Raj VS, Osterhaus AD, Fouchier RA, Haagmans BL. MERS: emergence of a 
novel human coronavirus. Curr Opin Virol. 2014;5C:58—62. 

52. van Boheemen S, de Graaf M, Lauber C, Bestebroer TM, Raj VS, Zaki AM, 
et al. Genomic characterization of a newly discovered coronavirus 
associated with acute respiratory distress syndrome in humans. MBio. 2012; 
3(6):e00472—12. 

53. Laboratory testing for Middle East Respiratory Syndrome Coronavirus | 
Interim guidance, [http://www.who.int/csr/disease/coronavirus_infections/ 
mers-laboratory-testing/en/] 

54. Corman VM, Olschlager S, Wendtner CM, Drexler JF, Hess M, Drosten C. 
Performance and clinical validation of the RealStar MERS-CoV Kit for 
detection of Middle East respiratory syndrome coronavirus RNA. J Clin Virol. 
2014;60:168-71. 

55. Lu X, Whitaker B, Sakthivel SK, Kamili S, Rose LE, Lowe L, et al. Real-time 
reverse transcription-PCR assay panel for Middle East respiratory syndrome 
coronavirus. J Clin Microbiol. 2014;52:67-75. 

56. Shahkarami M, Yen C, Glaser CA, Xia D, Watt J, Wadford DA. Laboratory 
Testing for Middle East Respiratory Syndrome Coronavirus, California, USA, 
2013-2014. Emerg Infect Dis. 2015;21:1664-6. 

57. Chan JF, Choi GK, Tsang AK, Tee KM, Lam HY, Yip CC, et al. 
Development and Evaluation of Novel Real-Time Reverse Transcription- 
PCR Assays with Locked Nucleic Acid Probes Targeting Leader 
Sequences of Human-Pathogenic Coronaviruses. J Clin Microbiol. 2015; 
53:2722-6. 

58. Bhadra S, Jiang YS, Kumar MR, Johnson RF, Hensley LE, Ellington AD. Real¬ 
time sequence-validated loop-mediated isothermal amplification assays for 
detection of Middle East respiratory syndrome coronavirus (MERS-CoV). 

PLoS One. 2015;10, e0123126. 

59. Du Y, Hughes RA, Bhadra S, Jiang YS, Ellington AD, Li B. A Sweet Spot for 
Molecular Diagnostics: Coupling Isothermal Amplification and Strand 
Exchange Circuits to Glucometers. Sci Rep. 2015;5:11039. 

60. Abd El Wahed A, Patel P, Heidenreich D, Hufert FT, Weidmann M. 
Reverse transcription recombinase polymerase amplification assay for 
the detection of middle East respiratory syndrome coronavirus. PLoS 
Curr. 2013;5:12. Edition 1. doi: 10.1371/currents.outbreaks. 

62df1 c7c75ffc96cd59034531 e2e8364. 

61. Song D, Ha G, Serhan W, Eltahir Y, Yusof M, Hashem F, et al. Development 
and validation of a rapid immunochromatographic assay for detection of 
Middle East respiratory syndrome coronavirus antigen in dromedary camels. 
J Clin Microbiol. 2015;53:1178-82. 

62. Chen Y, K-H C, Kang Y, Chen H, Luk HKH, Poon RWS, et al. A sensitive and 
specific antigen detection assay for Middle East respiratory syndrome 
coronavirus. Emerg Microbes Infect. 2015;4, e26. 

63. Puzelli S, Azzi A, Santini MG, Di MA, Facchini M, Castrucci MR, et al. 
Investigation of an imported case of Middle East Respiratory Syndrome 
Coronavirus (MERS-CoV) infection in Florence, Italy, May to June 2013. 
EuroSurveill. 2013;18(34):1. 

64. Meyer B, Drosten C, Muller MA. Serological assays for emerging 
coronaviruses: Challenges and pitfalls. Virus Res. 2014;194:175-83. 

65. Middle East respiratory syndrome coronavirus Immunoassays. [http://www. 
komabiotech.co.kr/www/product/productdesc.phtml?seq=783] 

66. AGf EML. Test Characteristics: Anti-MERS-CoV ELISA Camel (IgG). 2014. 

67. Recombivirus Anti-Middle East Respiratory Syndrome Coronavirus (MERS- 
CoV) ELISA kits, [http://www.4adi.com/commerce/catalog/srhkeyword.cz; 
jsessionid=A9E3E77486C7EFF9A31C3FD5C0EBE654] 

68. MERS-CoV (NCoV / Novel coronavirus) Nucleocapsid Antibody, Mouse MAb. 
[http://www.sinobiological.com/Anti-Novel-coronavirus-HCoV-EMC-2012- 
Nucleocapsid-Antibody-g-17613.html] 

69. Drosten C. Is MERS another SARS? Lancet Infect Dis. 2013;13:727-8. 

70. Aburizaiza AS, Mattes FM, Azhar El, Hassan AM, Memish ZA, Muth D, et al. 
Investigation of anti-middle East respiratory syndrome antibodies in blood 
donors and slaughterhouse workers in Jeddah and Makkah, Saudi Arabia, 
fall 2012. J Infect Dis. 2014;209:243-6. 

71. Chan KH, Chan JF, Tse H, Chen H, Lau CC, Cai JP, et al. Cross-reactive 
antibodies in convalescent SARS patients' sera against the emerging novel 
human coronavirus EMC (2012) by both immunofluorescent and 
neutralizing antibody tests. J Infect. 2013;67:130-40. 

72. Al Hammadi ZM, Chu DKW, Eltahir YM, Al Hosani F, Al Mulla M, Tarnini W, 
et al. Asymptomatic MERS-CoV Infection in Humans Possibly Linked to 
Infected Camels Imported from Oman to United Arab Emirates, May 2015. 
Emerg Infect Dis. 2015;21:12. 


Mackay and Arden Virology Journal (2015) 12:222 


Page 19 of 21 


73. Reuss A, Litterst A, Drosten C, Seilmaier M, Bohmer M, Graf P, et al. Contact 
investigation for imported case of Middle East respiratory syndrome, 
Germany. Emerg Infect Dis. 2014;20:620-5. 

74. Perera RA, Wang P, Gomaa MR, El-Shesheny R, Kandeil A, Bagato 0, et al. 
Seroepidemiology for MERS coronavirus using microneutralisation and 
pseudoparticle virus neutralisation assays reveal a high prevalence of 
antibody in dromedary camels in Egypt, June 2013. Euro Surveill. 2013;18:ii. 

75. Zhao G, Du L, Ma C, Li Y, Li L, Poon VK, et al. A safe and convenient 
pseudovirus-based inhibition assay to detect neutralizing antibodies and 
screen for viral entry inhibitors against the novel human coronavirus MERS- 
CoV. Virol J. 2013;10:266. 

76. Eiemida MG, Perera RA, Wang P, Alhammadi MA, Siu LY, Li M, et al. Middle 
East Respiratory Syndrome (MERS) coronavirus seroprevalence in domestic 
livestock in Saudi Arabia, 2010 to 2013. Euro Surveill. 2013;18:20659. 

77. Eiemida MG, Chu DKW, Poon LLM, Perera RAPM, Alhammadi MA, Ng HY, 
et al. MERS Coronavirus in dromedary camel herd, Saudi Arabia. Emerg Inf 
Dis. 2014;20:7. 

78. Reusken CB, Ababneh M, Raj VS, Meyer B, Eljarah A, Abutarbush S, et al. 
Middle East Respiratory Syndrome coronavirus (MERS-CoV) serology in 
major livestock species in an affected region in Jordan, June to September 
2013. Euro Surveill. 2013;!8:20662. 

79. Gierer S, Elofmann-Winkler El, Albuali WEI, Bertram S, Al-Rubaish AM, Yousef 
AA, et al. Lack of MERS coronavirus neutralizing antibodies in humans, 
eastern province, Saudi Arabia. Emerg Infect Dis. 2013;19:2034-6. 

80. Memish ZA, Alsahly A, Masri MA, Heil GL, Anderson BD, Peiris M, et al. Sparse 
evidence of MERS-CoV infection among animal workers living in Southern 
Saudi Arabia during 2012. Influenza Other Respir Viruses. 2015;9:64-7. 

81. Park WB, Perera RAPM, Choe PG, Lau EEHY, Choi SJ, Chun JY, et al. Kinetics of 
Serologic Responses to MERS Coronavirus Infection in Humans, South 
Korea. Emerg Infect Dis. 2015;21:12. 

82. Al-Abdallat MM, Payne DC, Alqasrawi S, Rha B, Tohme RA, Abedi GR, et al. 
Hospital-associated outbreak of Middle East Respiratory Syndrome 
Coronavirus: A serologic, epidemiologic, and clinical description. Clinlnfect 
Dis. 2014;59(9):1225-33. 

83. Hijawi B, Abdallat M, Sayaydeh A, Alqasrawi S, Haddadin A, Jaarour N, et al. 
Novel coronavirus infections in Jordan, April 2012: epidemiological findings 
from a retrospective investigation. East Mediterr Health J. 2013;19 Suppl 1: 

SI 2-8. 

84. Reusken C, Mou H, Godeke GJ, van der HL, Meyer B, Muller MA, et al. 
Specific serology for emerging human coronaviruses by protein microarray. 
Euro Surveill. 2013;18:20441. 

85. Reusken CB, Haagmans BL, Muller MA, Gutierrez C, Godeke GJ, Meyer B, et 
al. Middle East respiratory syndrome coronavirus neutralising serum 
antibodies in dromedary camels: a comparative serological study. Lancet 
Infect Dis. 2013;13:859-66. 

86. Meyer B, Muller MA, Corman VM, Reusken CB, Ritz D, Godeke GJ, et al. 
Antibodies against MERS coronavirus in dromedary camels, United Arab 
Emirates, 2003 and 2013. Emerg Infect Dis. 2014;20:552-9. 

87. Muller MA, Meyer B, Corman VM, Al-Masri M, Turkestani A, Ritz D, et al. 
Presence of Middle East respiratory syndrome coronavirus antibodies in 
Saudi Arabia: a nationwide, cross-sectional, serological study. Lancet Infect 
Dis. 2015;15(5):559—64. 

88. Centers for Disease Control and Prevention. CDC concludes Indiana MERS 
patient did not spread virus to Illinois business associate. 2014. http://www. 
cdc.gov/media/releases/2014/p0528-mers.html. 

89. Sampathkumar P. Middle East respiratory syndrome: what clinicians need to 
know. Mayo Clin Proc. 2014;89:1153-8. 

90. Interim Guidelines for Collecting, Handling, and Testing Clinical Specimens 
from Patients Under Investigation (PUIs) for Middle East Respiratory 
Syndrome Coronavirus (MERS-CoV) - Version 2.1 [http://www.cdc.gov/ 
coronavirus/mers/guidelines-clinical-specimens.html] 

91. Da Guan W, Mok CK, Chen ZL, Feng LQ, Li ZT, Huang JC, et al. 

Characteristics of Traveler with Middle East Respiratory Syndrome, China, 
2015. Emerg Infect Dis. 2015;21:2278-80. 

92. Faure E, Poissy J, Goffard A, Fournier C, Kipnis E, Titecat M, et al. Distinct 
immune response in two MERS-CoV-infected patients: can we go from 
bench to bedside? PLoS One. 2014;9, e88716. 

93. Omrani AS, Matin MA, Haddad Q, Al-Nakhli D, Memish ZA, Albarrak AM. A 
family cluster of Middle East Respiratory Syndrome Coronavirus infections 
related to a likely unrecognized asymptomatic or mild case. Int J Infect Dis. 
2013;17:e668—72. 


94. Feikin DR, Alraddadi B, Qutub M, Shabouni O, Curns A, Oboho IK, et al. 
Association of Higher MERS-CoV Virus Load with Severe Disease and Death, 
Saudi Arabia, 2014. Emerg Infect Dis. 2015;21:11. 

95. Lee JH, Lee CS, Lee HB. An Appropriate Lower Respiratory Tract Specimen Is 
Essential for Diagnosis of Middle East Respiratory Syndrome (MERS). J 
Korean Med Sci. 2015;30:1207-8. 

96. Gautret P, Charrel R, Belhouchat K, Drali T, Benkouiten S, Nougairede A, 

et al. Lack of nasal carriage of novel corona virus (HCoV-EMC) in French Hajj 
pilgrims returning from the Hajj 2012, despite a high rate of respiratory 
symptoms. Clin Microbiol Infect. 2013;19:E315—7. 

97. Health Protection Agency UKNCIT. Evidence of person-to-person 
transmission within a family cluster of novel coronavirus infections, United 
Kingdom, February 2013. Euro Surveill. 2013;18:20427. 

98. Memish ZA, Assiri A, Almasri M, Alhakeem RF, Turkestani A, Al Rabeeah AA, 
et al. Prevalence of MERS-CoV Nasal Carriage and Compliance With the 
Saudi Health Recommendations Among Pilgrims Attending the 2013 Hajj. J 
Infect Dis. 2014;210(7)4067-72. 

99. Al-Gethamy M, Corman VM, Hussain R, Al-Tawfiq JA, Drosten C, Memish ZA. 
A case of long-term excretion and subclinical infection with Middle East 
respiratory syndrome coronavirus in a healthcare worker. Clin Infect Dis. 
2015;60:973-4. 

100. de Wit E, Rasmussen AL, Falzarano D, BushmakerT, Feldmann F, Brining DL, 
et al. Middle East respiratory syndrome coronavirus (MERS-CoV) causes 
transient lower respiratory tract infection in rhesus macaques. Proc Natl 
Acad Sci USA. 2013;110:16598-603. 

101. Spanakis N, Tsiodras S, Haagmans BL, Raj VS, Pontikis K, Koutsoukou A, et al. 
Virological and serological analysis of a recent Middle East respiratory 
syndrome coronavirus infection case on a triple combination antiviral 
regimen. Int J Antimicrob Agents. 2014;44:528-32. 

102. Memish ZA, Assiri AM, Al-Tawfiq JA. Middle East respiratory syndrome 
coronavirus (MERS-CoV) viral shedding in the respiratory tract: an 
observational analysis with infection control implications. IntJ Infect Dis. 
2014;29:307-8. 

103. Memish ZA, Al-Tawfiq JA, Makhdoom HQ, Assiri A, Alhakeem RF, Albarrak A, 
et al. Respiratory Tract Samples, Viral Load and Genome Fraction Yield 
in patients with Middle East Respiratory Syndrome. J Infect Dis. 2014; 
210(10)4 590-4. 

104. Al-Tawfiq JA, Momattin H, Dib J, Memish ZA. Ribavirin and interferon 
therapy in patients infected with the Middle East respiratory syndrome 
coronavirus: an observational study. IntJ Infect Dis. 2014;20:42-6. 

105. Devi JP, Noraini W, Norhayati R, Kheong CC, Badrul AS, Zainah S, et al. 
Laboratory-confirmed case of Middle East respiratory syndrome coronavirus 
(MERS-CoV) infection in Malaysia: Preparedness and response, April 2014. 
Euro Surveill. 2014;19:20797. 

106. Tsiodras S, Baka A, Mentis A. Iliopoulos D, Dedoukou X, Papamavrou G, 
et al. A case of imported Middle East Respiratory Syndrome coronavirus 
infection and public health response, Greece, April 2014. EuroSurveill. 
2014;19(16):20782. 

107. Barasheed O, Rashid H, Alfelali M, Tashani M, Azeem M, Bokhary H, et al. 

Viral respiratory infections among Hajj pilgrims in 2013. Virol Sin. 2014;29: 
364-71. 

108. Aberle JH, Popow-Kraupp T, Kreidl P, Laferl H, Heinz FX, Aberle SW. Influenza 
A and B Viruses but Not MERS-CoV in Hajj Pilgrims, Austria, 2014. Emerg 
Infect Dis. 2015;21:726-7. 

109. German M, Olsha R, Kristjanson E, Marchand-Austin A, Peci A, Winter AL, et 
al. Acute Respiratory Infections in Travelers Returning from MERS-CoV- 
Affected Areas. Emerg Infect Dis. 2015;21:1654-6. 

110. Alfelali M, Barasheed O, Tashani M, Azeem Ml, El Bashir H, Memish ZA, et al. 
Changes in the prevalence of influenza-like illness and influenza vaccine 
uptake among Hajj pilgrims: A 10-year retrospective analysis of data. 

Vaccine. 2015;33:2562-9. 

111. Soaring MERS Cases Cause Pandemic Jitters, but Causes Are Unclear, [http:// 
news.sciencemag.org/health/2014/04/soaring-mers-cases-cause-pandemic- 
jitters-causes-are-unclear] 

112. Mackay IM, Arden KE, Speicher DJ, O'Neill NT, McErlean PK, Greer RM, et al. 
Co-circulation of four human coronaviruses (HCoVs) in Queensland children 
with acute respiratory tract illnesses in 2004. Viruses. 2012;4:637-53. 

113. Albarrak AM, Stephens GM, Hewson R, Memish ZA. Recovery from severe 
novel coronavirus infection. Saudi Med J. 2012;33:1265-9. 

114. NOVEL CORONAVIRUS - SAUDI ARABIA: HUMAN ISOLATE [http://www. 
promedmail.org/direct.php?id=20120920.1302733] 


Mackay and Arden Virology Journal (2015) 12:222 


Page 20 of 21 


115. WHO statement on the Fifth Meeting of the IHR Emergency Committee 
concerning MERS-CoV | WHO Statement, [http://www.who.int/mediacentre/ 
news/statements/2014/mers-20140514/en /] 

116. Khalafalla Al, Lu X, Al-Mubarak Al, Dalab AH, Al-Busadah KA, Erdman DD. 
MERS-CoV in Upper Respiratory Tract and Lungs of Dromedary Camels, 

Saudi Arabia, 2013-2014. Emerg Infect Dis. 2015;21:1153-8. 

117. Azhar El, El-Kafrawy SA, Farraj SA, Hassan AM, Al-Saeed MS, Hashem AM, et al. 
Evidence for camel-to-human transmission of MERS coronavirus. N Engl J Med. 
2014;370:2499-505. 

118. Penttinen PM, Kaasik-Aaslav K, Friaux A, Donachie A, Sudre B, Mato-Gauci AJ, 
et al. Taking stock of the first 133 MERS coronavirus cases globally—Is the 
epidemic changing? EuroSurveill. 2013;18(39):3. 

119. Gossner C, Danielson N, Gervelmeyer A, Berthe F, Faye B, Kaasik AK, et al. 
Human-Dromedary Camel Interactions and the Risk of Acquiring Zoonotic 
Middle East Respiratory Syndrome Coronavirus Infection. Zoonoses Public 
Health. 2014. doi:10.1111/zph.l 2171. [Epub ahead of print], 

120. Middle East respiratory syndrome coronavirus (MERS-CoV). Summary of 
Current Situation, Literature Update and Risk Assessment. 7 July 2015. 
[http://www.who.int/csr/disease/coronavirusJnfections/risk-assessment- 
7july2015/en/] 

121. Memish ZA, Mishra N, Olival KJ, Fagbo SF, Kapoor V, Epstein JH, et al. 

Middle East respiratory syndrome coronavirus in bats, Saudi Arabia. Emerg 
Infect Dis. 2013;19:1819-23. 

122. Shi Z. Emerging infectious diseases associated with bat viruses. Sci China 
Life Sci. 2013;56:678-82. 

123. Smith I, Wang LF. Bats and their virome: an important source of emerging 
viruses capable of infecting humans. Curr Opin Virol. 2013;3:84-91. 

124. Woo PC, Lau SK, Huang Y, Yuen KY. Coronavirus diversity, phylogeny and 
interspecies jumping. Exp Biol Med (Maywood). 2009;234:1117-27. 

125. Corman VM, Ithete NL, Richards LR, Schoeman MC, Preiser W, Drosten C, 
et al. Rooting the phylogenetic tree of middle East respiratory syndrome 
coronavirus by characterization of a conspecific virus from an African bat. 

J Virol. 2014;88:11297-303. 

126. Chan JFW, Lau SKP, To KKW, Cheng VCC, Woo PCY, Yuen K-Y. 

Middle East Respiratory Syndrome Coronavirus: Another Zoonotic 
Betacoronavirus Causing SARS-Like Disease. Clin Microbiol Rev. 

2015;28(2):465—522. 

127. Al-Mukhtar R, Estimo R. Link between MERS virus and camels worries 
breeders. 2014. 

128. Hemida MG, Elmoslemany A, Al-Hizab F, Alnaeem A, Almathen F, Faye B, et al. 
Dromedary Camels and the Transmission of Middle East Respiratory Syndrome 
Coronavirus (MERS-CoV). Transbound Emerg Dis. 2015. doi:10.1111 /tbed.12401. 
[Epub ahead of print], 

129. Sabiq A-S. FIQH us-SUNNAH. In: FIQH us-SUNNAH. Indianapolis: American 
Trust Publishers; 1992. 

130. Corman VM, Jores J, Meyer B, Younan M, Liljander A, Said MY, et al. 
Antibodies against MERS Coronavirus in Dromedary Camels,Kenya, 
1992-2013. Emerg Inf Dis. 2014;20:8. 

131. Reusken CBEM, Messadi L, Feyisa A, Ularamu H, Godeke GJ, Danmarwa A, et al. 
Geographic distribution of MERS Coronavirus among dromedary camels, 
Africa. Emerg Inf Dis. 2014;20:8. 

132. Wernery U, Corman VM, Wong EY, Tsang AK, Muth D, Lau SK, et al. Acute 
middle East respiratory syndrome coronavirus infection in livestock 
Dromedaries, Dubai, 2014. Emerg Infect Dis. 2015;21:1019-22. 

133. Muller MA, Corman VM, Jores J, Meyer B, Younan M, Liljander A, et al. MERS 
coronavirus neutralizing antibodies in camels, Eastern Africa, 1983-1997. 
Emerg Infect Dis. 2014;20:2093-5. 

134. Deem SL, Fevre EM, Kinnaird M, Browne AS, Muloi D, Godeke GJ, et al. 
Serological Evidence of MERS-CoV Antibodies in Dromedary Camels (Camelus 
dromedaries) in Laikipia County, Kenya. PLoS One. 2015;10, eOl40125. 

135. Alexandersen S, Kobinger GP, Soule G, Wernery U. Middle East respiratory 
syndrome coronavirus antibody reactors among camels in Dubai, United 
Arab Emirates, in 2005. Transbound Emerg Dis. 2014;61:105-8. 

136. Meyer B, Garcia-Bocanegra I, Wernery U, Wernery R, Sieberg A, Muller MA, et 
al. Serologic Assessment of Possibility for MERS-CoV Infection in Equids. 
Emerg Infect Dis. 2015;21:181-2. 

137. Chu DKW, Poon LLM, Gomaa MR, Shehata MM, Perera RAPM, Zeid DA, et al. 
MERS coronaviruses in dromedary camels, Egypt. Emerg Infect Dis. 2014;20:6. 

138. Haagmans BL, Al Dhahiry SH, Reusken CB, Raj VS, Galiano M, Myers R, et al. 
Middle East respiratory syndrome coronavirus in dromedary camels: an 
outbreak investigation. Lancet InfectDis. 2014;14:140-5. 


139. Nowotny N, Kolodziejek J. Middle East respiratory syndrome coronavirus 
(MERS-CoV) in dromedary camels, Oman, 2013. Euro Surveill. 2014;19(6):6. 

140. Raj VS, Farag EABA, Reusken CBEM, Lamers MM, Pas SD, Voermans J, et al. 
Isolation of MERS Coronavirus from a Dromedary Camel, Qatar, 2014. Emerg 
Inf Dis. 2014;20:8. 

141. Yusof MF, Eltahir YM, Serhan WS, Hashem FM, Elsayed EA, Marzoug BA, et al. 
Prevalence of Middle East respiratory syndrome coronavirus (MERS-CoV) in 
dromedary camels in Abu Dhabi Emirate, United Arab Emirates. Virus Genes. 
2015;50:509-13. 

142. Memish ZA, Cotten M, Meyer B, Watson SJ, Alsahafi AJ, Al Rabeeh AA, et al. 
Human Infection with MERS Coronavirus after Exposure to Infected Camels, 
Saudi Arabia, 2013. Emerg Inf Dis. 2014;20(6):1012—5. 

143. Azhar El, Hashem AM, El-Kafrawy SA, Sohrab SS, Aburizaiza AS, Farraj SA, et 
al. Detection of the Middle East respiratory syndrome coronavirus genome 
in an air sample originating from a camel barn owned by an infected 
patient. M Bio. 2014;5:e01450—01414. 

144. Farag EA, Reusken CB, Haagmans BL, Mohran KA, Stalin Raj V, Pas SD, et al. 
High proportion of MERS-CoV shedding dromedaries at slaughterhouse 
with a potential epidemiological link to human cases, Qatar 2014. Infect 
Ecol Epidemiol. 2015;5:28305. 

145. Adney DR, van DN, Brown VR, Bushmaker T, Scott D, de WE, et al. 

Replication and shedding of MERS-CoV in upper respiratory tract of 
inoculated dromedary camels. Emerg Infect Dis. 2014;20:1999-2005. 

146. Drosten C, Kellam P, Memish ZA. Evidence for camel-to-human transmission 
of MERS coronavirus. N Engl J Med. 2014;371:1359-60. 

147. The Holy Qur'an. [http://mquran.Org/content/view/2631/4/] 

148. Sacrificing an animal at Mina, [http://www.sistani.org/english/book/47/2108/] 

149. Reusken CB, Farag EA, Haagmans BL, Mohran KA, Godeke GJ, Raj S, et al. 
Occupational Exposure to Dromedaries and Risk for MERS-CoV Infection, 
Qatar, 2013-2014. Emerg Infect Dis. 2015;21:1422-5. 

150. van Doremalen N, Bushmaker T, Munster VJ. Stability of Middle East 
respiratory syndrome coronavirus (MERS-CoV) under different environmental 
conditions. Euro Surveill. 2013;18:38. 

151. Reusken CB, Farag EA, Jonges M, Godeke GJ, El-Sayed AM, Pas SD, et al. 
Middle East respiratory syndrome coronavirus (MERS-CoV) RNA and 
neutralising antibodies in milk collected according to local customs from 
dromedary camels, Qatar, April 2014. Euro Surveill. 2014;19:23. 

152. Chan KH, Peiris JS, Lam SY, Poon LL, Yuen KY, Seto WH. The Effects of 
Temperature and Relative Humidity on the Viability of the SARS 
Coronavirus. Adv Virol. 2011 ;2011:734690. 

153. Knibbs LD, Johnson GR, Kidd TJ, Cheney J, Grimwood K, Kattenbelt JA, et al. 
Viability of Pseudomonas aeruginosa in cough aerosols generated by 
persons with cystic fibrosis. Thorax. 2014;69(8):740-5. 

154. Al-Tawfiq JA, Memish ZA. Middle East respiratory syndrome coronavirus: 
transmission and phylogenetic evolution. Trends Microbiol. 2014;22:573-9. 

155. Zumla Al, Memish ZA. Middle East respiratory syndrome coronavirus: 
epidemic potential or a storm in a teacup? Eur Respir J. 2014;43:1243-8. 

156. Drosten C, Muth D, Corman VM, Hussain R, al MM, Hajomar W, et al. An 
observational, laboratory-based study of outbreaks of MERS-coronavirus in Jeddah 
and Riyadh, Kingdom of Saudi Arabia, 2014. Clin Infect Dis. 2015;60:369-77. 

157. Assessment of the MERS-CoV epidemic situation in the Middle East region. 
http://arxiv.org/abs/1311.1481 

158. Bauch CT, Oraby T. Assessing the pandemic potential of MERS-CoV. Lancet. 
2013;382:662-4. 

159. Breban R, Riou J, Fontanet A. Interhuman transmissibility of Middle East 
respiratory syndrome coronavirus: estimation of pandemic risk. Lancet. 2013; 
382:694-9. 

160. Cauchemez S, Fraser C, Van KMD, Donnelly CA, Riley S, Rambaut A, et al. 
Middle East respiratory syndrome coronavirus: quantification of the extent 
of the epidemic, surveillance biases, and transmissibility. Lancet Infect Dis. 
2014;14:50-6. 

161. Chowell G, Nishiura H. Transmission dynamics and control of Ebola virus 
disease (EVD): a review. BMC Med. 2014;12:196. 

162. Hall AJ, Tokars Jl, Badreddine SA, Saad ZB, Furukawa E, Al Masri M, et al. 
Health care worker contact with MERS patient, Saudi Arabia. Emerg Infect 
Dis. 2014;20:2148-51. 

163. Al-Tawfiq JA, Memish ZA. Middle East respiratory syndrome 
coronavirus: epidemiology and disease control measures. Infect Drug 
Resist. 2014;7:281-7. 

164. Dudley JP, Mackay IM. Age-specific and sex-specific morbidity and mortality 
from avian influenza A(H7N9). J Clin Virol. 2013;58:568-70. 


Mackay and Arden Virology Journal (2015) 12:222 


Page 21 of 21 


165. Oboho IK, Tomczyk SM, Al-Asmari AM, Banjar AA, Al-Mugti H, Aloraini MS, et al. 
MERS-CoV outbreak in Jeddah-a link to health care facilities. N Engl J Med. 

2014;2015 (3 72):846-54. 

166. Infection prevention and control during health care for probable or 
confirmed cases of novel coronavirus (nCoV) infection, [http://www.who.int/ 
csr/disease/coronavirus_infections/IPCnCoVguidance_06May13.pdf?ua=1] 

167. Cotten M, Lam TT, Watson SJ, Palser AL, Petrova V, Grant P, et al. 
Full-genome deep sequencing and phylogenetic analysis of novel human 
betacoronavirus. Emerg Infect Dis. 2013;19:736—742B. 

168. Cotten M, Watson SJ, Kellam P, Al-Rabeeah AA, Makhdoom HQ, Assiri A, et al. 
Transmission and evolution of the Middle East respiratory syndrome 
coronavirus in Saudi Arabia: a descriptive genomic study. Lancet. 
2013;382:1993-2002. 

169. Cotten M, Watson SJ, Zumla Al, Makhdoom HQ, Palser AL, Ong SH, et al. 
Spread, circulation, and evolution of the Middle East respiratory syndrome 
coronavirus. M Bio. 2014;5(1 ):e01062—13. 

170. MERS-CoV recombination: implications about the reservoir and potential for 
adaptation, [http://biorxiv.org/content/early/2015/06/12/020834] 

171. Lipkin Wl. Middle East Respiratory Syndrome Coronavirus Recombination 
and the Evolution of Science and Public Health in China. M Bio. 2015;6: 
eOl381—01315. 

172. Wang Y, Liu D, Shi W, Lu R, Wang W, Zhao Y, et al. Origin and Possible 
Genetic Recombination of the Middle East Respiratory Syndrome 
Coronavirus from the First Imported Case in China: Phylogenetics and 
Coalescence Analysis. M Bio. 2015;6:e01280—01215. 

173. Kossyvakis A, Tao Y, Lu X, Pogka V, Tsiodras S, Emmanouil M, et al. 

Laboratory investigation and phylogenetic analysis of an imported Middle 
East respiratory syndrome coronavirus case in Greece. PLoS One. 2015;10, 
eOl 25809. 

174. Briese T, Mishra N, Jain K, Zalmout IS, Jabado OJ, Karesh WB, et al. Middle 
East respiratory syndrome coronavirus quasispecies that include 
homologues of human isolates revealed through whole-genome analysis 
and virus cultured from dromedary camels in Saudi Arabia. M Bio. 2014;5: 
eOl 146-01114. 

175. Memish ZA, Cotten M, Watson SJ, Kellam P, Zumla A, Alhakeem RF, et al. 
Community Case Clusters of Middle East Respiratory Syndrome Coronavirus 
in Hafr Al-Batin, Kingdom of Saudi Arabia: A Descriptive Genomic study. Int 
J Infect Dis. 2014;23:63-8. 

176. Middle East respiratory syndrome coronavirus (MERS-CoV) summary and 
literature update-as of 9 May 2014. [http://www.who.int/csr/disease/ 
coronavirus_infections/MERS_CoV_Update_09_May_2014.pdf?ua=1] 

177. Smits SL, Raj VS, Pas SD, Reusken CBEM, Mohran K, Farag EABA, et al. 

Reliable typing of MERS-CoV variants with a small genome fragment. J Clin 
Virol. 2015;64:83-7. 

178. Kim D-W, Kim Y-J, Park S, Yun MR, Yang JS, Kang HJ, et al. Variations in Spike 
Glycoprotein Gene of MERS-CoV, South Korea, 2015. Emerg Infect Dis. 2015;22:1. 

179. Fagbo SF, Skakni L, Chu DK, Garbati MA, Joseph M, Peiris M, et al. Molecular 
Epidemiology of Hospital Outbreak of Middle East. Respiratory Syndrome, 
Riyadh, Saudi Arabia. 2014;21:11. 

180. Middle East respiratory syndrome coronavirus (MERS-CoV) in the Republic of 
Korea, [http://www.who.int/mediacentre/news/situation-assessments/2-june- 
2015-south-korea/en/] 

181. Seong MW, Kim SY, Corman VM, Kim TS, Cho SI, Kim MJ, et al. 
Microevolution of Outbreak-Associated Middle East Respiratory Syndrome 
Coronavirus, South Korea, 2015. Emerg Infect Dis. 2015;22:2. 

182. Bialek SR, Allen D, varado-Ramy F, Arthur R, Balajee A, Bell D, et al. First 
Confirmed Cases of Middle East Respiratory Syndrome Coronavirus (MERS- 
CoV) Infection in the United States, Updated Information on the 
Epidemiology of MERS-CoV Infection, and Guidance for the Public, 
Clinicians, and Public Health Authorities - May 2014. MMWR Morb Mortal 
Wkly Rep. 2014;63:431-6. 

183. Mollers M, Jonges M, Pas SD, van der Eijk AA, Dirksen K, Jansen C, et al. Follow¬ 
up of Contacts of Middle East Respiratory Syndrome Coronavirus-lnfected 
Returning Travelers, the Netherlands, 2014. Emerg Infect Dis. 2015;21:1667-9. 

184. Press Release - WHO, Korea-WHO Joint Mission on MERS CoV. [http://www. 
takeshima.or.jp/Govern ment/Current-Affairs/Others/view?affairld=472&subld= 
499&articleld= 15903] 

185. Brown C. Call for infection control to stem MERS. CMAJ. 2014;186(10):E349. 

186. Zumla A, Hui DS. Infection control and MERS-CoV in health workers. Lancet. 

187. Choi JY. An Outbreak of Middle East Respiratory Syndrome Coronavirus 
Infection in South Korea, 2015. Yonsei Med J. 2015;56:1174-6. 


188. Middle East respiratory syndrome coronavirus (MERS-CoV) - Republic of 
Korea, [http://www.who.int/csr/don/24-may-2015-mers-korea/en/] 

189. http://english.yonhapnews.co.kr/national/2015/10/25/99/ 

0302000000AEN20151025002300320F.html. 

190. Samsung hospital to invest WlOOb in post-MERS improvements, [http:// 
www.koreaherald.com/view.php?ud=20150902001169] 

191. Jack A. Why the panic? South Korea's MERS response questioned. BMJ. 
2015;350:h3403. 

192. Intensified public health measures help control MERS-CoV outbreak in the 
Republic of Korea, [http://www.wpro.who.int/mediacentre/releases/2015/ 
20150728/en/] 

193. Butler D. South Korean MERS outbreak spotlights lack of research. Nature. 
2015;522:139-40. 

194. Kim YJ, Cho YJ, Kim DW, Yang JS, Kim H, Park S, et al. Complete Genome 
Sequence of Middle East Respiratory Syndrome Coronavirus KOR/KNIH/002_ 
05_2015, Isolated in South Korea. Genome Announc. 2015;3(4):e00787—15. 

195. Lu R, Wang Y, Wang W, Nie K, Zhao Y, Su J, et al. Complete Genome 
Sequence of Middle East Respiratory Syndrome Coronavirus (MERS-CoV) 
from the First Imported MERS-CoV Case in China. Genome Announc. 2015; 
3(4):e00818—15. 

196. Cho SI. Urgent Call for Research on Middle East Respiratory Syndrome 
(MERS) in Korea. J Prev Med Public Health. 2015;48:179. 

197. Lim PL. Middle East respiratory syndrome (MERS) in Asia: lessons gleaned from 
the South Korean outbreak. Trans R SocTrop Med Hyg. 2015;109:541-2. 

198. No Respite for Korean Economy Even as MERS Patients Recover, [http:// 
www.bloomberg.com/news/articles/2015-07-22/no-respite-yet-for-korean- 
economy-even-as-mers-patients-recover] 

199. Middle East respiratory syndrome coronavirus (MERS-CoV) - China, [http:// 
www.who.int/csr/don/30-may-2015-mers-china/en/] 

200. Su S, Wong G, Liu Y, Gao GF, Li S, Bi Y. MERS in South Korea and China: a 
potential outbreak threat? Lancet. 2015;385:2349-50. 

201. Nishiura H, Miyamatsu Y, Mizumoto K. Objective Determination of End of 
MERS Outbreak, South Korea, 2015. Emerg Infect Dis. 2015;22:1. 

202. Updates on MERS Outbreak (as of 6:00 on July 23). [http://english.mw.go.kr/ 
front_eng/sg/ssg0111vw.jsp?PAR_MENU_ID=1001&MENU_ID=100111& 
page=4&CONT_SEQ=324451 ] 

203. Bae JM. Surveillance operation for the 141st confirmed case of Middle East 
Respiratory Syndrome coronavirus in response to the patient's prior travel 
to Jeju Island. Epidemiol Health. 2015;37, e2015035. 

204. Kucharski AJ, Althaus CL. The role of superspreading in Middle East 
respiratory syndrome coronavirus (MERS-CoV) transmission. Euro Surveill. 

2015;20(25):3. 

205. MOH Holds the First Press Conference to Update Community and Media on 
MERS. [http://www.moh.gov.sa/en/Ministry/MediaCenter/News/Pages/News- 
2015-08-23-001.aspx] 

206. Hui DS, Memish ZA, Zumla A. Severe acute respiratory syndrome vs. the 
Middle East respiratory syndrome. Curr Opin Pulm Med. 2014;20:233-41. 

207. Middle East respiratory syndrome coronavirus (MERS-CoV). [http://www.who. 
int/emergencies/mers-cov/en/] 

208. Statistics. [http://www.moh.gov.sa/en/CCC/pressreleases/pages/default.aspx] 

209. 2012-2015 Case List of MoH/WHO Novel Coronavirus MERS nCoV 
Announced Cases, [https://flutrackers.com/forum/forum/novel-coronavirus- 
ncov-mers-2012-2014/146270-2012-2015-case-list-of-moh-who-novel- 
coronavirus-mers-ncov-announced-cases?t=205075] 

210. Virology Down Under, [http://virologydownunder.blogspot.com.au/] 

211. Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S, et al. 
Geneious Basic: an integrated and extendable desktop software platform for 
the organization and analysis of sequence data. Bioinformatics. 2012;28:1647-9. 

212. Barry MA, AL Subaie SS, Somily AM, BinSaeed AA, Alzamil FA, Al-Jahdali IA, 
et al. Recent evolution patterns of the Middle East respiratory syndrome 
coronavirus (MERS-CoV). 2015. http://virological.org/t/new-mers-cov- 
sequences-april-nov-2014-and-preliminary-analysis/114. 

213. Preliminary analysis of Middle East respiratory syndrome coronavirus 
(MERS-CoV) sequences from Korea and China, [http://vir 0 l 0 gical. 0 rg/t/ 
preliminary-analysis-of-middle-east-respiratory-syndrome-coronavirus-mers- 
cov-sequences-from-korea-and-china/143]. 


